Attorne>^fcketNo.: BGI-121CP 



1 APPENDIX A: DNA SEQUENCES 

>RXAOO 007 -upstream "V 

ATCGAAAGTAACCCTTTTGTTACTTGCGTTGCAGGTAGTGTCCCTGATTTTCTTATTATC 

G AAC GAT T G AT AG AAAC AG GAT T AAAG T GAG G TAT C C C G C 



>RXA00007 

ATGAAACCACAAGGACTCTACAACCCTGCGCATGAACATGACGCCTGCGGTGTGGCGTTT 
ATTGCGGATATCCACGGTCGACCCAGCCGCAGCATTGTTGATCGTGCACTTGAGGCGCTT 
CGCAACATTGACCACCGAGGTGCCGCCGGTGCAGAGAAGAACACTGGCGATGGTGCGGGC 
ATCCTCATGCAGATTCCGGACGGCTTTTATCGTGAAGTATCTGGCATTGAGCTTCCTGAG 
GCAGGGGAGTATGCCACTGGTATTGCGTTCTTGCCTCGCGGTCGCATGGCGATGATGGAT 
GCTCAGAAGGAAATTGAGCGCATCGCAAAGCAAGAAGGTGCCGATGTGCTTGGTTGGCGC 
ATGGTTCCTTTTGATTCTCGTGATTTGGGTTCCATGGCTGAGGAGGCGATGCCTAGTTTC 
GCGCAGATTTTCCTTACTGTGCCTGGAAAATCTGGTGAAGATCTTGACCGTGTGATGTTC 
TTTATCCGTAAGCGTTGTGAGCGTGAGCTGGGCACCACCAATGGTCGCGATACGGTGTAT 
TTCCCGTCGCTATCTTCACGCACCATCATTTACAAAGGCATGTTGACCACTCTGCAGCTT 
GAGGGCTTCTTTGAGGATCTGGGTGATGCTCGCCTGGAGTCGGCCATTGCTATTGTGCAC 
TCGCGTTTCTCCACGAACACTTTCCCAAGCTGGCCGCTGGCGCACCCGTACCGTTTCGTT 
GCCCACAACGGTGAGATCAACACTGTGCGTGGCAATGAAAACTGGATGCGCGCCCGCGAG 
GCGCTTATCAAAAACGACAAGCTGGGCAATTTGAGCAGCGTGCTGCCTATCTGCACCCCG 
GAGGGCTCGGATACCGCGCGTTTCGACGAGGCTTTGGAGCTTTTGCACCTGGGCGGATAC 
TCACTTCCGCATGCTGTTGCGATGATGATCCCTCAGGCGTGGGAACACAACAAGACGCTG 
AGCCCTGAGCTGCGTGATTTCTACGAATACCACTCTTGTCTGATGGAGCCATGGGATGGT 
CCTGCAGCGCTGGCATTTACTGACGGTCGTTTTGTGGGTGCCGTGCTGGACCGTAATGGC 
CTGCGACCTGGGCGAATCACCAT TACTGATTCGGGTTTGGTTGTGATGGCTTCTGAATCG 
GGAGTGTTGGACTTGAGGGAGGAGAGCGTCGTAAAGCGTACTCGCGTACAGCCTGGACGC 
ATGTTCCTTGTTGACACTGCCGAGGGCCGCATCGTTGAAGACGAGGAAATCAAGCAGAAA 
TTAAGCGAAGCGCAGCCATATGGTGAGTGGATTCGCGATAATTTTGTGCATCTGGATCGT 
CTGCCTCAGACACGCTACAACTACATGGCGCACTCTCGTGCTGTGTTGCGTCAGCGTGTT 
TTCGGAATCACTGAAGAAGATGTGGATTTGTTGCTGCTGCCGATGGCCCGCCAGGGTGCT 
GAGGCGATTGGTTCCATGGGTTCGGATACGCCAATTGCGGCGCTATCCCAGCGACCACGC 
ATGCTTTATGATTTCTTCGCGCAGCGCTTTGCTCAGGTGACAAACCCACCGTTGGACTCT 
ATCCGCGAAAAGCCTGTGACCAGCATGTTCACTTTGTTGGGTGCGCAGTCTGACGTGCTC 
AATCCGGGTCCTGATGCGGCGCGACGTATTCGTTTGGAATCGCCGATCATTGATAACCAT 
GAGCTGGCCACCTTGATCAATGCCAACGCGCATGGTGAGTGGGATTCCTTTGGTGCTGCT 
GTAATTTCTGGTTTGTACCCAGTGGCTCACCATGGTGCCGGCATGAAGGCTGCGATTGCT 
CGTGTG 



>RXA00 02 3 

CATTTTCCGCTCCGACCAGCAGAGGTAGTACTCCGACTCGACGATTCCGCCACACCCCGA 
GAAACTGCCCGCGCATTGTTGGCAGCCCGTCGCGCCGGGGTTACTCCGCGAGTTCTTCAA 
ACACCAGGTGTTTCAGAGCAAGTCCGCGAAGTATTGTCCGCTGCTGGAGTGAGTGCAGAA 
ACAGTCGATGATTCGGTATTTATTTCCAACGTGTTGCGCGGCGAATACGACGAGAACTCC 
AGCGTCCGAGTCCGCTACCTGGGCAAAGTTAGCGACACTGTCCGTGAACGCCTATCTGTA 
CGGCCCGAAGTTGTTCTGCTTGACGATGCAGTAACTGCCTCCGGTCGAGTTGAATTACGT 
TACTGGCTCAAAGAACAAGCAATTTCCATGACGTTGCACCGTTTTGGAAACCCAGTTGCG 
GCCTTCCACGAGTTGGCGGAGGAACTTAAACGT 

>RXA00023-downstream 
TGATCGTTTTGCGCATGGGTCGC 



>RXA0004 4 -upstream 

ATTACCTCAGCCTTCCAAGCTGATGATGCATTACTTAAAAACTGCAGACACTTGAAAAAC 
TTCTCACCCGCACTCGTTCCCTCAACCCACAAGGAGCACC 

>RXA0004 4 

ATGGCTTCCGCAACTTTCACCGGCGTGATCCCACCCGTAATGACCCCACTCCACGCCGAC 
GGCAGTGTGGATGTAGAAAGCCTCCGCAAGCTCGTTGACCACCTCATCAATGGTGGCGTC 
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GACGGACTTTTCGCACTGGGCTCCTCAGGCGAAGCGGCATTCCTCACCCGCGCCCAGCGC 
AAACTCGCACTGACCACCATCATCGAGCACACCGCAGGCCGCGTTCCCGTAACTGCTGGT 
GTCATTGAAACCACCACTGCTCGCGTGATTGAGCTCGTGGAAGATGCCCTGGAGGCTGGT 
GCCGAAGGCCTCGTTGCCACTGCACCTTTCTACACCCGCACCCACGATGTGGAAATTGAA 
GAACACTTCCGCAAGATCCACGCCGCCGCTCCAGAGCTTCCACTGTTTGCCTACAACATC 
CCAGTGTCGGTGCACTCCAACCTCAACCCAGTCATGCTTTTGACGCTGGCCAAGGATGGC 
GTTCTTGCAGGCACCAAGGATTCCAGTGGCAATGATGGCGCAATCCGCTCACTGATCGAA 
GC T C G T GAT G A T G C T G G AC T C AC T GAG C AG T T C AAG AT C C T C AC C G G C AG C G AAAC C AC C 
GTTGATTTCGCCTACCTTGCGGGTGCCGATGGAGTTGTCCCAGGCCTGGGCAATGTTGAT 
CCTGCAGCATACGCAGCTTTAGCAAAACTCTGCCTCGATGGAAAGTGGGCAGAAGCTGCT 
GCTTTGCAGAAGCGCATCAACCACCTCTTCCACATCGTCTTCGTGGGAGACACCTCCCAT 
ATGTCCGGATCCAGCGCTGGTTTGGGCGGTTTCAAGACAGCACTCGCACACCTTGGCATT 
ATTGAATCCAATGCGATGGCAGTTCCTCACCAGAGCCTCAGCGACGAAGAAACTGCTCGC 
ATTCACGCCATTGTTGATGAATTCCTGTACACCGCT 

>RXA000 4 4 -downstream 

T AAG G C C C AC AC C T C AT GAC T G A 

>RXA00 0 64 -upstream 

TCCCCTAAAACGTCTAGAGTAGTGGCTTGAGGTCACTGCTCTTTTTTTGTGCCCTTTTTT 
GGTCCGTCTATTTTGCCACCACATGCGGAGGTACGCAGTT 

>RXA000 64 

ATGAGTTCAGTTTCGCTGCAGGATTTTGATGCAGAGCGAATTGGTTTGTTCCACGAGGAC 
ATTAAGCGCAAGTTTGATGAGCTCAAGTCAAAAAATCTGAAGCTGGATCTTACTCGCGGT 
AAGCCTTCGTCGGAGCAGTTGGATTTCGCTGATGAGTTGTTGGCGTTGCCTGGTAAGGGT 
GATTTCAAGGCTGCGGATGGTACTGATGTCCGTAACTATGGCGGGCTGGATGGCATCGTT 
GATATTCGCCAGATTTGGGCGGATTTGCTGGGTGTTCCTGTGGAGCAGGTCTTGGCGGGG 
GATGCTTCGAGCTTGAACATCATGTTTGATGTGATCAGCTGGTCGTACATTTTCGGTAAC 
AATGATTCGGTTCAGCCTTGGTCGAAGGAAGAAACCGTTAAGTGGATTTGCCCTGTTCCG 
GGCTATGATCGCCATTTCTCCATCACGGAGCGTTTCGGCTTTGAGATGATTTCTGTGCCA 
ATGAATGAAGACGGCCCTGATATGGATGCTGTTGAGGAATTGGTGAAGAATCCGCAGGTT 
AAGGGCATGTGGGTTGTTCCGGTGTTTTCTAACCCGACTGGTTTCACGGTGACAGAAGAC 
GTCGCAAAGCGTCTAAGCGCAATGGAAACCGCAGCTCCGGACTTCCGCGTTGTGTGGGAT 
AATGCCTACGCCGTTCATACGCTGACCGATGAATTCCCTGAGGTTATCGATATCGTCGGG 
CTTGGTGAGGCCGCTGGCAACCCGAACCGTTTCTGGGCGTTCACTTCTACTTCGAAGATC 
ACTCTCGCGGGTGCGGGCGTGTCGTTCTTCCTCACCTCTGCGGAGAACCGCAAGTGGTAC 
ACCGGCCATGCGGGTATCCGTGGCATTGGCCCTAACAAGGTCAATCAGTTGGCTCATGCG 
CGTTACTTTGGCGATGCTGAGGGAGTGCGCGCGGTGATGCGTAAGCATGCTGCGTCGTTG 
GCTCCGAAGTTCAACAAGGTTCTGGAGATTCTGGATTCTCGCCTTGCTGAGTACGGTGTC 
GCGCAGTGGACTGTCCCTGCGGGCGGTTACTTCATTTCCCTTGATGTGGTTCCTGGTACG 
GCGTCTCGCGTGGCTGAGTTGGCTAAGGAAGCCGGCATCGCGTTGACGGGTGCGGGTTCT 
TCTTACCCGCTGCGTCAGGATCCGGAGAACAAAAATCTCCGTTTGGCACCGTCGCTGCCT 
CCAGTTGAGGAACTTGAGGTTGCCATGGATGGCGTGGCTACCTGTGTGCTGTTGGCAGCA 
G C G GAG CAT T AC G C T AAC 

>RXA000 64 -downstream 
TAAAAGTGAATACAGCGGAGACA 

>RXA0007 2-upstream 

ACGGCCAGGACGATCCAGTGCACAGGCCAGCACCAGCAAAGTCCACATCGCAAGCATTAA 
AA G AA T C T C T C G AAAG AC AC AAAAG AG G T GAG T C G C AAC A 

>RXA00072 

ATGAGCTTTCAACTAGTTAACGCCCTGAAAAAT AC TGGTTCGGT AAAAG ATCCCGAGATC 
TCACCCGAAGGACCTCGCACGACCACACCGTTGTCACCAGAGGTAGCAAAACATAACGAG 
GAACTCGTCGAAAAGCATGCTGCTGCGTTGTATGACGCCAGCGCGCAAGAGATCCTGGAA 
TGGACAGCCGAGCACGCGCCGGGCGCTATTGCAGTGACCTTGAGCATGGAAAACACCGTG 
CTGGCGGAGCTGGCTGCGCGGCACCTGCCGGAAGCTGATTTCCTCTTTTTGGACACCGGT 
TACCACTTCAAGGAGACCCTTGAAGTTGCCCGTCAGGTAGATGAGCGCTATTCCCAGAAG 
CTTGTCACCGCGCTGCCGATCCTCAAGCGCACGGAGCAGGATTCCATTTATGGTCTCAAC 
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CTGTACCGCAGCAACCCAGCG 
>RXA0 007 5-upstream 

TCTAGGAGTGTTAAACAGCCTGGACTTGAAACACCTTTAAC TACT T GAT TTTCACACCCT 
T G T T T C C AT AAAAG GG C T C AC G AAAG G C AAC T T C AAAC AC 

>RXA00075 

ATGACAACTCCCCTGCGCGTAGCCGTCATCGGAGCTGGCCCTGCTGGCATTTACGCATCC 
GACCTCCTCATCCGCAATGAAGAGCGCGAAGTGTTCGTTGACCTTTTCGAGCAAATGCCT 
GCACCGTTCGGACTCATCCGTTACGGCGTTGCTCCAGACCACCCACGCATCAAGGGCATC 
GTTAAGTCCCTGCACAACGTGTTGGACAAGCCACGCCTGCGCCTGCTCGGTAACATTGAA 
ATCGGCAAAGACATCACCGTCGAAGAACTCCGCGACTACTACGATGCAGTCGTGTTCTCC 
ACCGGCGCAGTTGCAGACCGCGACCTCAACATCCCCGGAATTGAAGCAGAAGGCTCCTTC 
GGTGCCGGCGAGTTCGTTGGCTTCTACGACGGCAACCCACGCTTCGAGCGCTCCTGGGAT 
CTGTCTGCACAGTCCGTCGCTGTTATCGGCGTTGGTAACGTCGGCCTCGACGTAGCCCGC 
ATCCTGGCTAAGACAGGCGACGAGCTCAAAGTCACCGAAATTTCCGACAACGTCTACGAC 
TCCCTCAAAGAAAACAAGGYCWCTGAAGTGCACGTTTTCGGACGTCGGTGGCCCAGCACA 
GGTCAAGTTCACCCCACAGGAACTMAAAGAACTCGRCCACTCCCCCACCATCAACGTGGT 
TGT 

>RXA0007 5-downstream 

T GAT C C AG AA G AC AT C G AC T AC G 

>RXA00 105 -upstream 

CATCTTGATCTGTCGCCCTGAACTTGCAGATGAACTTCTCGAGATGTGCGCGAAGTTCTA 
C GAG G AG AA T G G AAC T T AC T AAC G C T G T TAT GAT G AC G G C 

>RXA0 0105 

AT GAC T G T T C CAAC G C C T TAT GAAGACC T T C T T C GGAAGAT T GC T GAAGAAGGGT CC C AC 
AAGGACGACCGCACCGGCACCGGCACTACTTCTTTATTCGGACAACAAATCCGCTTTGAT 
CTCAATGAAGGTTTTCCCCTTCTGACCACCAAGAAGGTCCATTTCCACTCTGTTGTGGGT 
GAGCTTTTGTGGTTCCTTCAGGGGGATTCCAACGTCAAATGGCTGCAGGATAACAACATC 
CGCATTTGGAATGAATGGGCAGATGAGGACGGCGAGCTGGGCCCTGTTTATGGTGTCCAG 
TGGCGTTCTTGGCCAACCCCTGATGGTCGTCACATTGACCAGATCTCAGGTGCTTTAGAA 
ACTCTGCGAAACAACCCTGATTCACGTCGCAATATTGTCTCGGCGTGGAATGTTTCCGAG 
CTTGAAAACATGGCTCTTCCCCCTTGTCACTTGCTTTTCCAGCTCTATGTCGCCGATGGC 
AAACTGTCTTGCCAGCTCTACCAGCGTTCTGCGGACATGTTCCTGGGTGTGCCTTTCAAC 
ATCGCATCTTATGCACTGCTCACCCACATGTTTGCCCAGCAGGCAGGCTTGGAAGTCGGC 
GAG T T CAT T T G GAC T G G C G G C GAC T G C C AC A T T T A T GAC AAC C AC AAG G AAC AG G T C G C G 
GAGCAGCTGAGCCGA 

>RXA0 0105-downstream 
TAAGCTCGCCCCTACCCCACCTT 



>RXA0010 6-upstream 

TGGAGCTCAACAAGGCAGCGTACATGTTTGAGTACAGCTTCGATGACATCACCGTGTCCG 
GCTACGATCCACACCCATTGATCCGCGGCAAGGTCGCCGT 

>RXA0010 6 

ATGATCGGTGCGATTTGGGCACAAGGCCGTGACGGCATCATCGGCGACGGCACCGACATG 
CCCTGGCACATCCCGGAAGACCTCAAACACTTCAAGAAAACCACCATGGGCCAGCCGGTC 
ATCATGGGTCGTCGCACGTGGGAGTCTTTGCCGTTCAAGCCGCTTCCCGGCCGCGAGAAC 
TTCATTCTCTCCTCACGCGAGCCCGGCGACTGGTCCGCCGGCGGCACAGTGGTCACCGAA 
ATCCCTAAAAGCGGCTGGATCATGGGCGGCGGCGAGGTCTACAAGGCCACCGTCGGCAGC 
GCCGACGTTTTAGAAATAACGCTTATCGACGCCACCTTCGATGTTTCCACTCCCGTCTAC 
GCACCCGAAATCCCGGCGAACTTCAACCTCGATGACGAATCCGAGTGGTTTACCTCAGGC 
GAGTATCGTTACAAGTTCCAGCGCTACATCAAGGTT 

>RXA0010 6-downstream 

T AAGG AGCAAAC AAC AT GAGC AA 
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>RXA00115-upstream 

TGGATTCTCGAGTCTGTACACCCTTGATCAAAGCCCGAGTGTTCCGTAGAT TAACTTTGT 
CGTATATTGTGACCTACACCCCATACTGTTAGGAGTTTTC 

>RXA00115 

ATGCTCGACAATAGTTTTTACACCGCAGAGGTTCAGGGCCCATACGAAACCGCTTCCATT 
GGCCGGCTCGAACTCGAAGAAGGGGGTGTGATTGAGGATTGCTGGTTGGCTTACGCTACA 
GCTGGAACGCTCAACGAGGACAAGTCCAACGCCATCCTCATTCCGACGTGGTACTCCGGA 
ACCCATCAGACCTGGTTCCAGCAGTACATCGGCACTGATCATGCGCTGGATCCATCAAAG 
TATTTCATCATCTCCATCAACCAAATCGGTAATGGTTTGTCGGTCTCCCCTGCCAACACG 
GCTGATGACAGCATCTCGATGTCCAAGTTCCCGAATGTTCGCATTGGTGATGATGTCGTT 
GCCCAGGACCGGCTCTTGCGCCAAGAGTTTGGTATTACCGAGCTCTTTGCCGTCGTTGGT 
GGTTCGATGGGTGCGCAGCAAACCTATGAGTGGATTGTTCGCTTCCCTGACCAAGTTCAT 
CGAGCAGCTCCGATCGCGGGCACTGCGAAGAACACTCCTCATGATTTCATCTTCACCCAG 
ACTCTTAATGAGACCGTTGAGGCCGATCCAGGGTTCAATGGCGGCGAATACTCCTCCCAT 
GAAGAGGTAGCTGATGGACTTCGCCGTCAATCGCATCTTTGGGCTGCCATGGGATTTTCC 
ACAGAGTTCTGGAAGCAGGAGGCATGGCGTCGCCTGGGACTTGAAAGTAAGGAGTCAGTG 
CTCGCGGACTTCCTGGATCCGCTGTTCATGTCCATGGATCCTAATACCTTGCTCAACAAC 
GCTTGGAAGTGGCAGCATGGCGATGTCTCTCGCCACACCGGCGGCGACTTGGCAGCGGCT 
CTTGGCCGAGTGAAGGCTAAGACCTTCGTTATGCCCATCAGCGAGGACATGTTCTTTCCT 
GTTCGTGACTGTGCCGCAGAACAAGCACTCATCCCAGGCAGCGAGCTTCGAGTGATCGAA 
GACATCGCCGGTCACCTTGGGCTTTTTAACGTCTCTGAGAATTACATCCCACAGATCGAC 
AAAAAT C T G AAAG AG C T G T T C GAG AG C 

>RXA0 0115-downstream 

T AAAC AC T G AT G T C AAAG AG C C T 



>RXA00116-upstream 

TTTGCGCACCAATCAATGGGGGATCAAATATAGTAGCTGCATGAGTAATGACTTCGTCGT 
TTCTAGGCTTAGACCCTTTGGTGAAACGATTTTTGCAACC 

>RXA00116 

ATGACCCAGCGAGCTGTTGAGGCGGGTGCAATCAATCTTGGTCAGGGCTTTCCTGATGAG 
GATGGTCCTCGTCGGATGTTAGAGATCGCGTCGGAGCAGATTCTCGGGGGAAATAATCAG 
TATTCGGCGGGGCGTGGGGATGCTTCGTTGAGGGCAGCTGTGGCTCGTGATCATTTGGAG 
AGGTTTGATCTGGAGTACAACCCTGATTCGGAGGTGTTGATCACGGTGGGGGCCACTGAG 
GCGATTACGGCGACTGTGTTGGGTTTGGTGGAGCCTGGGGATGAAGTGATCGTTTTGGAA 
CCGTATTACGATGCGTATGCGGCGGCTATTGCGTTGGCGGGGGCGACGCGGGTGGCGGTT 
CCTTTGCAGGAGGTGGAGAACTCGTGGGATGTGGATGTCGATAAGTTGCATGCGGCGGTG 
ACTAAGAAGACGCGGATGATTATCGTTAATTCGCCGCATAATCCGACGGGTTCGGTGTTT 
TCTAAGAAGGCGTTGAAGCAGTTGGCG 

>RXA00131-upstream 

AGGCTCTCGGCGGTCAGCTCACCGAACTGACCAAGGAGCAGGCTGAGTACATCGGCGTTG 
ACGTTGCAGGCCCATTCAAGCCGGAGCACTACCGCTACTA 

>RXA00131 

ATGATTGTCAGCATTGAGGGAATCGACGGCGCCGGCAAAAACACCCTGGTTTCGGCATTA 
ACGCAGGTTATTGATGCAAAAGTCCTTGCATTCCCACGTTATGAAACCTCGATTCACGCC 
CAATTGGCCGCGGAAGCACTCCACGGCCGCATGGGCGACCTCACCGACAGCGCCTACGCC 
ATGGCCACGCTTTTCGCCCTCGACCGCCACTTCGCGATTGATGACTTAAATGCGCCCGGC 
GTGGTGCTGCTCGACCGATACGTCGCCTCCAACGCGGCTTATACCGCCGCCAGATTGCTT 
GACGACGACGCCCCCCGCTGGGTTGCCGACCTGGAATTCGGGCGGCTTGGGCTCCCACGT 
CCGACGCTTCAAGTGTTGTTGGATACCCCCGCGGAGGTAGCGCAAGATAGGGCTAGACGT 
CGAGAAGCGCTTGACTCCGCGCGTGCGCGGGACCGCTATGAATCGGATTCGGCGCTGCAG 
CAACGCACCGCCGAGCACTATCGCCGCCTCGCGGCGGACAACTGGGAATCACCGTGGATC 
GTGGTTGCCCCTGATGAAGACCCCGGCCACGTTGCGCAGAGAATCGTGGAATTCCTGGGT 
AC TAT AAAC 
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>RXA00131-downstream 
TAATCCCAATTAGCAGGAAGGAT 



>RXA00132 

CACGTTGAGGCTCTCGGCGGTCAGCTCACCGAACTGACCAAGGAGCAGGCTGAGTACATC 
GGCGTTGACGTTGCAGGCCCATTCAAGCCGGAGCACTACCGCTAC 

>RXA0 01 32 -downstream 
TAATGATTGTCAGCATTGAGGGA 

>RXA0014 5-upstream 

CCCCACCGCACGCGCGGAAGACGTTTCCGTCATGCTTACAGAAATCGACGGCCGCGATGC 
AGTCACGCTCACCCGAGAAGACTCTGAAGGGGATTCCTAG 

>RXA0014 5 

ATGAAGCACCTCCTATCCATTAGCGATCTTTCCAAAGATGAGATTGTTGGATTGCTGGAT 
GAAGCGGATCGCTTTAAGGAGGTGCTCGAAGGACGTGAAGTAAAGAAGCTGCCCACGCTG 
CGTGGTCGCACCATTTTTACCTTGTTCTATGAGAACTCCACGCGCACCCGTTCGTCCTTT 
GAAACCGCAGGAAAGTGGATGAGCGCCGATGTGATTAACATTTCGGCCTCATCATCCAGC 
GTGAAGAAGGGCGAGTCGCTGAAAGATACCGGCTTGACTTTGTCGGCAATCGGCGCGGAT 
GCGATCATCATGCGCCACCCAGCCTCAGGCGCCGCGCAGCAGCTTGCGCAGTTCGTCGCA 
CCAGGTGGCAACGGCCCCAGCGTGATCAACGCGGGTGACGGTTCGCACCAGCACCCCACC 
CAGGCGCTTCTCGACGCTTTAACCATCCGGCAGCGCACCGGCCGCATTGAGGGACTCAAA 
GTTGTCATCGTGGGCGACTGTTTGCACTCCCGGGTGGTGCGCTCCAATGTGGATCTGCTG 
TCCACTTTGGGCGCAGAGGTAGTGCTGGTTGCTCCTCCGACACTGCTTCCTATTGGTGTG 
GAGAACTGGCCAGTCCGATTCTCCTACGACATGGACGCAGAAATTGCCGACGCCGACGTA 
GTGATGATGCTGCGCGTTCAGCAAGAACGCATGCAGGGTGGTTTCTTCCCCTCACACCGT 
GAGTACGCAACGCTGTACGGCATGTCCAAAGAGCGCGAAGCTCGCCTCAAGGACTCCGCC 
ATCATCATGCACCCCGGCCCCATGCTTCGTGGCATGGAAATTAACTTCCAGGTGGCAGAC 
GCACCACGCACCGCGGTACTGCAGCAGGTAAGCAACGGTGTGCACATGCGCATGGCCATT 
TTGTTCGCCCTGGTCGCAGGCTCTGACGCGACTATC 

>RXA0014 5-downstream 
TAATCGCGACCATCTGATCGCGA 



>RXA0014 6-upstream 

ATGGCCATTTTGTTCGCCCTGGTCGCAGGCTCTGACGCGACTATCTAATCGCGACCATCT 
GAT C G C G AAAT T C T AG AAAAG G T AAC G A G G GAT T AAAG AA 

>RXA0014 6 

GTGGTTGACAGCAACACCCAGTATCCAGAAACCGGCGCACTGGCACCGGCTCCTGCAGAC 
TCACTCCTAATCAGCAACGTTTTGGTCTACGGCGAAGGCGAGCCAACGAATGTGTTTGTT 
AAAGATGGTGTGATCGCAGCTATCGGCGGCACTCATGAGGCTGACCGCACCATCGACGGC 
AATGGGGGAGTTCTCCTTCCAGGTTTCGTGGACATGCACGTTCACCTGCGTGAGCCAGGC 
CGCGAAGACACTGAAACCATTGCCACTGGTTCTGCCGCCGCAGCCAAGGGCGGATTCACC 
GCAGTATTCACCATGGCGAACACCACTCCAGTGATGGATCAGCCGGTTATCGCGGAATCC 
GTATGGTTCAAGGGCCAAAACATTGGCCTGTGCGACGTGCATCCAGTTGGATCCATCACC 
AAGGGTCTTGAGGGCAAGGAGCTTACTGAGTTCGGCATGATGGCTCGCTCTGAAGCCAAG 
GTGCGCATGTTCTCTGATGATGGCAAGTGCGTCGATGATCCTCAGGTCATGCGCCGCGCG 
CTGGAATACGCCAAGGGCATGGACGTTTTGATCGCCCAGCACGCTGAGGATCACCGCCTG 
ACTGAGGGCGCTTCAGCACACGAGGGTGAAAACGCAGCTCGTCTGGGTCTGCGCGGCTGG 
CCACGTGTGGCTGAGGAATCCATCGTGGTGCGCGATGCCATCATGGCTCGTGACTACGGC 
AACCGCGTGCACATCTGCCACGCCTCCACTGAAGGCACCGTGGAGTTGCTTCGTTGGGCT 
AAGTCCCAGGGCATTCCAATCACCGCGGAAGTCACCCCGCACCACCTCACCTTGACCGAT 
GAGCGCCTGGAAACCTACGACGCGGTCAACAAAGTCAATCCGCCACTGCGCGAAAGCCGC 
GATGCCGAAGCGCTCAAGAAGGCGCTTCTCGACGGCACCATCGATGTTGTTGCAACCGAC 
CACGCTCCTCACGGTTCCGAAGATAAGTGCTGTGAATTCGAAAACGCCAAGCCAGGCATG 
CTCGGATTGGAAACCTCACTGTCCATCATCGTGGACACCTTCGTTGCCACCGGACTTGCA 
GACTGGCGCTTTGTTGCGCGCGTGATGAGTGAACGCCCAGCAGAAATCACCCGTCTACCA 
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GGCCAGGGTCGCCCAATCGCAGAAGGTGAGCCAGCAAACCTCGCGATTGTTGATCCAGGA 
AAAACCTGGACAGCATCCGGTGCAGACTTTGCGTCCAAGGCTGAAAATACCCCATTTGAG 
GGCCAAGAATTCAGTGCCAAGGTCACACACACCGTGCTTCGTGGCAAGGTGACTTGTGCA 
GACGGAGTTGCACAAAACGCT 

>RXA0014 6-downstream 
TAACGGGTGGGTGCATAGTATGC 



>RXA0014 7-upstream 

ATTGCATATAATGCAATGAATTGAATAAACTACATTCAGGGTTATCAACCAGCCAATTTC 
TTT TAAAAAG G C AG AC AC AC GAAAGGC G AC AAC AG T C AC C 

>RXA0014 7 

G T GAG T AAAG AC AC C AC C AC C T A C C AG G GAG T C AC C GAG AT C G GAT CCGTTCCGG CAT AC 
CTGGTTCTTGCAGACGGACGTACCTTCACCGGATTTGGCTTTGGAGCTATCGGCACCACC 
CTTGGTGAGGCAGTGTTCACTACCGCCATGACCGGTTACCAAGAAACCATGACCGATCCT 
TCCTATCACCGCCAGATTGTTGTGGCTACCGCACCACAGATCGGCAACACCGGCTGGAAC 
GATGAGGACAACGAGTCCCGCGACGGCAAGATTTGGGTTGCAGGCCTTGTTATCCGCGAC 
CTCGCAGCACGTGTGTCCAACTGGCGCGCCACCACCTCCTTGCAGCAGGAAATGGCAGGC 
CAGGGCATCGTCGGCATCGGCGGAATCGACACCCGCGCACTGGTTCGCCACCTGCGCAAT 
GAAGGTTCCATTGCAGCGGGCATCTTCTCCGGCGCTGACGCACAGCGCCCAGTTGAAGAA 
CTCGTAGAGATCGTCAAGAATCAGCCAGCAATGACCGGCGCAAACCTCTCCGTTGAGGTC 
TCTGCTGATGAAACCTACGTCATCGAAGCTGAAGGCGAAGAGCGCCACACCGTCGTGGCC 
TACGACCTGGGCATTAAGCAAAACACCCCACGTCGTTTCTCTGCACGCGGTGTTCGCACC 
GTCATCGTGCCTGCTGAAACCCCATTCGAGGATATCAAGCAGTACAACCCATCAGGCGTG 
TTCATCTCCAACGGCCCTGGCGATCCTGCAGCAGCAGACGTCATGGTTGATATCGTCCGC 
GAAGTTCTTGAAGCCGACATTCCATTCTTTGGCATCTGCTTCGGCAACCAGATTCTTGGC 
CGCGCATTCGGCATGGAGACCTACAAGCTGAAGTTCGGCCACCGCGGCATCAACGTTCCA 
GTGAAGAACCACATCACCGGCAAGATCGACATCACCGCCCAGAACCACGGCTTCGCACTC 
AAGGGTGAAGCAGGCCAGGAATTCGAGACCGATTTCGGCACTGCAATTGTCACCCACACC 
TGCCTCAACGACGGCGTCGTTGAAGGTATTGCGCTGAAGTCCGGACGCGCATACTCCGTT 
CAGTACCACCCAGAGGCCGCTGCCGGCCCAAATGATGCAAGCCCCCTGTTTGACCAGTTT 
G T T GAG C T GAT G GAT G C AG AC G C T C AGAAGAAAGG C G C A 

>RXA0014 7-downstream 

T AAA T AAC AT G C C AAAG C G T T C A 

>RXA0015 6-upstream 

ACCGAGAGCGTGGTACGCCTCATTTAGTTTCCTCCTATGAATCTTGATGTGGTTCATGCG 
T T T T TAT G C AA T AT C AAC C AAAAG T T GG T AC GAT C C T CAT 

>RXA00156 

ATGAATGAACGCACATCGGATGCATTTGACGCCCTCCTTGTGCTCTCCTTCGGTGGTCCC 
GAAGGGCACGAGGAGGTTCGTCCGTTTTTGGAGAATGTCACTCACGGAAGGGGGATTCCG 
CCGGAACGTCTAGATGAAGTGGCGGTTCATTACCACCACTTCGGTGGTATCAGCCCCATC 
AATGCGCTGAACAGGGAAATTATCGCCAATGTGGAAAAAGAATTGGCGTCTCGCGATCAC 
AAGCTGCCTGTTTATTTTGGTAACCGCAACTGGAAGCCGTTTGATAATGAGGCCGCTGAA 
CAAATGGCTGATGACGGCGTGAAAAACGCGCTGGTGTTGGCAACTTCCGCTTGGGGTGGC 
TACTCCGGTTGTCGGCAGTACCAGGAAGATATTCAGGGCATGATCAAGCACCTGGAGTCT 
CAGGGGCAGTCGATCACGTTCACCAAGCTGCGTCAGTTCTACGATCACCCTCGTTTTGTC 
TCCACCATGGCTCAATTGGTTCAGGATTCCTACGCGAAGCTTCCCGATGAGCTGCGAGAT 
GAGGCGCGTCTGGTCTTCACCGCGCACTCCATTCCACTGACTGCGGACAATGCTGCGGGA 
ACCCCTGAGGATGGCTCCTTGTATTCCACACAGGTCAAGGAAGCGTCAGCACTGATTGCT 
GAGGCTGTTGGTGTGTCAGATTTTGATGTGGTGTGGCAGTCCCGCTCGGGTAGCCCGCAC 
ACTCCGTGGCTGGAGCCTGACATCGTGGATCACGCAGTGGAGCTCAACGAGAAGGGTCAA 
AAAGCGCTCGTTGTCTGCCCTGTAGGCTTTATTTCTGATCATATGGAAGTCATTTGGGAT 
CTTGATTCCGAGCTGATGGAAGAAGCCGAGAAGCGCAACATGGTGGTCGAGCGTGTCGCT 
ACCGTTGGCCCCACCGATGAATTCGCAGCCCTTGTGGTTGATCTCATCGAGGAGGCAGAG 
CTCAAGCGCGTTATCGAGCGCCTTGGAAAGCTGCCAGCACGCGGAAGTTCCGTCAACGGC 
GCACCGTGTGGCGACGGCTGCTGTGGTACCGCCAAGCATAAAACCGCGCGGGTGAACCCC 
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AACGCTCGCTCAGCGGCGCCAGCTGCCAAC 

>RXA0 0 1 5 6-downs t ream 
TAGGAGTGATAGTCCCTCGCAAA 

>RXA00166-upstream 

GGCGTTTAGCGATCTTCAACATCGAGCAACCAGCGCCAGCGCTTTTACCCAAGGCAGCAC 
GACTTATCACGATGTCCGACCTGGATATCCGGCTGAGGCC 

>RXA00166 

GTGGAGTTAGCCCGTGGGTTTGGCCGAGTCCTGGATGTCGGTGCAGGTACCGGAAAACTA 
ACCAGTGAGCTAACAGCTGATCAGGTCCTAGCCCTTGATCCAAGCATGGACATGTTGCGG 
GTGTTTCGCTCCGCGCTTCCGGCGGTTCCCTGCTGGCAAGCGACAGCAGAACACACAGGA 
ATACGTGACAACGCGGTTGATCTGATTACGTGCGCACAAACGTGGCATTGGGTTGACGTG 
ACGGCTGCCTCAGCGGAATTTGATCGGGTGATTGCACCTGAGGGTGCAGTCCTGCTCGTG 
TGGAATAACCTGGACACCTCCATCGCGTGGGTACACCGACTCAGTCGCATTATGCATGCC 
GGCGATGTACTCAAGCCGGGATTCACCCCAGAAACCGCAGCTCCCTGGATAATTGATCGA 
GAAATTCGCACCACGTGGAATCAGCACCTCACCCCTGAAGAAATCATCCAGCTCGCTCAC 
ACGAGGTCCTACTGGTTAAACGCGTCAGAGAAAATCAAAGAGCGTGTTGATCAGAACCTT 
CAGTGGTATCTCTACGAGCATTTGGGTTTCAGTCCCGACAATCCAGTGGAACTTCCCTAT 
CGCTGTGATGCATTTTTACTTTCACGTTCCGGTACCCTGGCAGGCAGATCTTCCAATCTT 

>RXA00166-downstream 
TAGGAGCCCTCGCCATGTACCTG 

>RXA0 0198 

CTCGTTCTTGTTGCACTTGGCTTCACCGGCGCAGAACAAGGCGGATTGGCACACGAACTA 
GGCGTAGGTTTCGACGACCGGGGCCGCATCCTCCGCGATTCCGAATACCGCAGCCCCACC 
AACTCCCGCGTTTACATCGCAGGCGACAACGGCCGTGGCCAGTCCCTGATCGTGTGGGCA 
ATCGCCGAAGGCCGCGCATGCGCCGCAGCTATCGACGCCGATCTCATGGGTGAAACTGCA 
CTCCCTGTAGCAGTTGCACCACAGGACGTGCCGCTGGCTGTC 

>RXA0 01 98 -downstream 
TAGCTTGGGTAGAAAATGCTAGA 



>RXA00216-upstream 

GTGTTGCTCGCGGCCAGGCAGCAGTGCTGTACCTGCCTGACGCGGATGGTGACATCGTTC 
TTGGATCAGGCACCATCTGCCACACGGAGTCTTAAGAAAA 

>RXA00216 

TTGGGCGCTTATGGTTTAGGTGAGCTTCCTGGAAAATCCGCCGCGGAAGCCGCCGACATT 
ATTCAGGGTGAAACGGGCGATCTTCTCCATATTCCTCAGCTTCCGGCGCGAGGTTTGGGT 
GCTGATCTGATCGGTCGAACCGTCGGTCTGCTGGACATGATCAACGTTGATCGCGGGGCC 
CGATCTTGGGTGATGAGCACACGCCCCAGCAGATTGACGCACCTGACCGGCGATTTCCTT 
GACATGGATTTGGATGCGTGCGAGGAAACCTGGGGAACGGGCGTCGACAAGCTAAAAATC 
CAAGTTGCTGGTCCCTGGACTTTAGGTGCGCGCATTGAGTTGGCCAATGGCCATCGCGTT 
TTGTCTGATCGCGGTGCGATGCGTGATCTCACGCAGGCGCTGATCGCCGGCATCGATGCG 
CATGCACGCAAGGTTGCTGGGCGATTTCGCGCCGAAGTGCAGGTGCAAATTGATGAGCCG 
GAGCTGAAATCGCTTATCGACGGCTCCCTCCCTGGCACTTCCACCTTTGACATTATTCCT 
GCGGTGAATGTCGCTGATGCCAGTGAACGTTTGCAGCAGGTCTTTAGCTCGATTGAGGGG 
CCGACATATCTCAACCTCACCGGCCAGATTCCTACTTGGGATGTGGCTCGGGGTGCGGGC 
GCCGATACTGTGCAGATTTCCATGGATCAAGTCCGTGGAAATGAACATTTGGATGGTTTT 
GGTGAAACCATCACCAGTGGAATTCGTCTTGGTTTGGGCATTACGACAGGAAAAGATGTC 
GTAGATGAACTGCTCGAGCGACCGCGGCAAAAGGCCGTTGAGGTAGCACGCTTTTTTGAT 
CGTTTAGGTGTGGGCCGAAACTATCTCGTGGATGCTGTTGATATTCATCCGGGTGAGGAT 
TTGGTGCAGGGGACCATCACCGAGGCCGCGCAGGCTTATCGCATGGCCCGGGTGATGTCG 
GAGATGTTGTCGAAGGATTCATGCGACCTT 

>RXA0021 6-downs t ream 
TAAGGCTTTACCGGCGCTGGGTG 
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>RXA00219-upstream 

TTTGCCGTACATGCGCGAGCACCTCCTCAACAGCCCGCACCACCGACCAATCACATAAGA 
C AC AAG C AC T AAAAC AG CAT T AAAG AAAG AAAG CTTTTTC 

>RXA00219 

GTGGCCCGTAAGAAAAACACGTCCGATCAATCCCGCTCCCAAGCTGCCAACACGCCCATT 
GCTGGCACCTATGAGGGTGAATATTCCGTCATCGAGTTGGAGGCCGATTCCTACACCACC 
GATGGCTGGTTGATCAGCATTAATGGCGTGCCCAGCTCTCATATTGTCCTGGGGCAACCG 
CAGGCACTGGAATTTGAGTACATGCGGTGGATCGCTACCGGCGCTCGGGCGTTCATCGAT 
GCGCATCAGGATGCATCCAAGCTGCGGATTACTCACCTCGGCGGCGGTGCGTGCACGATG 
GCCAGGTATTTCGCGGATGTTTACCCGCAGTCACGCAACACTGTCGTGGAATTGGATGCA 
GAGCTTGCCCGCCTGTCGCGTGAATGGTTCGACATTCCGCGCGCGCCACGGGTAAAGATT 
CGTGTGGATGATGCCCGAATGGTGGCAGAATCTTTCACTCCCGCAAGCCGCGATGTGATC 
ATCCGTGACGTTTTTGCCGGAGCTAT CACGCCGCAGAACTTCACCACCGTGGAGTTCTTT 
GAGCACTGTCACCGTGGCCTTGCTCCCGGCGGATTGTACGTTGCCAACTGTGGCGATCAT 
TCGGATCTGCGCGGAGCTAAATCTGAGCTCGCGGGAATGATGGAGGTGTTCGAGCACGTC 
GCGGTCATCGCCGATCCCCCGATGCTTAAAGGGCGCCGTTACGGCAACATCATTTTGATG 
GGTTCAGACACCGAGTTCTTTAGCTCCAACAGCACGGAAGCGTCCGCGATTACCCGTGAG 
CTTCTTGGCGGCGGCGTTCCAGCGCAGTACAAGGATGAATCCTGGGTGCGGAAATTCGCC 
TCGGGAGCCCAGGCCCGCCACGATGGGGTCTCTACCCTCCAAATGCCGAGTGATACTCCA 
C AAC A C C C T G C G G AAAC G C C G G AG C A T T C AAAC AC AC AG C C A 

>RXA00219-downstream 
TAAAAAATTCCGCTGGCGCGTCC 

>RXA0022 3-upstream 

GCGACCTCTTTGACATCGCCCCTGCGCTCATCGAAGAGATCAACAAGCGCAAGTAGGAGT 
T T T G AAC AC TTTTTATCTG G AC CAT G CAGC C AC C AC AC C A 

>RXA00223 

ATGCGTGAGGTGGCCGCAGCTGCGTGGATGGAAAACGCGCAGGCATTGAATCCCGCGAGT 
CAGTACGGTTCGGGGCGTAAGGCGCGCAGCGTTGCGGATTCGGCTCGTGAAGAAATTGCT 
TCTTTGCTGGGCTGTGAACCTATCGAGGTTGTGTTTACCGCGTCCGGCACGGAGGCAGAT 
AACCTCGCTGTGCAGGGGTTATTCCACGCATCGCCTCTCAATCGGATTATTTCTACGCCG 
ATCGAGCACCCCGGGATTCTGGAAACCGTCAAGGCTCTAGAACTTGGCGGGGCAGAGGCG 
GAGCTCATGCCGATCGGTCCAGATGGACGAGTGTCTTCCTTCGAAGCGCTGGACAAGCCT 
GCCGCGGTTGCCACTATGATGTGGGCGAACAATGAGACCGGCGCGATTCAGCCGGTTTCT 
GAGTTCATCGCCGCCGCGCAGGCGTCCGGCACGCCAACACACATCGATGCGGTTCAGGTC 
GTTGGCCATCTGCCGGTCAATTTTGATGAGCTCGGCGCCACCACTTTGGCTGCCTCCGCG 
CACAAATTCGGTGGACCACGTGGCGTCGGCCTGCTGTTGGTGAGGCGCTCACCAGCACCT 
TCAGCCGTATTGCACGGAGGTGGTCAGGAGCGCGGCATCCGTCCAGGCACCCTTGATGTC 
GCCGGCGCAGCTGCCACCGCAGCCGCATTACGCGAAGCAGTGGCCGAGCTTGACGGCGAA 
GCCACCCGCCTGCGCGGACTTAAAAAGATGCTTCTCGACGCCATCCTCCACACCATCCCC 
AACGTACTGGTCCACACCACCGAACCATCCCTGCCAGGACACCTGCATCTCTCCTTCCCA 
GGAGCAGAAGGCGATAGTTTGATCATGCTGCTCGACTCCTTGCGGATCGAAGCCTCCACA 
GGTTCGGCCTGCTCCAACGGTGTAAACCGTGCCAGCCACGTCCTTTTGGCCATGGGAATT 
TCCGAAACCGACGCCCGTGGTGCCATCCGATTCACCCTCGGAAGAACCACCACTGAAGAA 
TCCATCAAGGCAGTGATCGCCGTGATCGAAGACGTAGTGACCAGGGCTCGTACTGCGGGA 
ATGGCTTTT 

>RXA00223-downstream 
TAGCGACCGTAAATCGCATAGTG 

>RXA0022 9 

GAGGCGAAAGGCCTCGCGCAGGGACGTGCGACGGTGTACAGGCGCATCGACACGCTTGGG 
TCGCGTGCTTCCGGGCAAGATTTAAATACGCTTCTCGACGCCGCCCTCTACCTTGGCTTC 
AGCGGCCTGAACATCACTCACCCGTACAAGCAAGCAGTATTACCCCTGCTTGGCGAAGTC 
TCCGAACAAGCCACCCAACTCGGCGCAGTGAATACTGTCGTTATGGACGCCACCGGCCAC 
ACCACCGGCCACAACACCGACGTCTCCGGATTTGGCCGCGGAATGGAAGAAGGCCTCCCC 
AACGCCAAGCTCGATTCCGTCGTGCAGGTCGGCGCCGGCGGGGTAGAAAACGCAGTGGCA 
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TACGCCCTGGTCACCCACGGTGTGCAGAAACTTCAGGTCGCTGACCTCGACACTTCCCGC 
GCGCAGGCACTGGCAGATGTCATCAACAACGCAGTCGGCCGTGAAGCCGTCGTGGGAGTA 
GACGCCCGCGGCATCGAAGACGTCATCGCCGCCGCCGACGGAGTAGTCAACGCAACCCCC 
ATGGGAATGCCAGCACACCCCGGCACCGCCTTTGATGTCAGCTGCCTCACCAAGGATCAC 
TGGGTTGGCGACGTCGTGTACATGCCCATCGAAACTGAACTTCTCAAAGCCGCCCGTGCC 
CTCGGCTGCGAAACCCTCGACGGAACCCGCATGGCAATCCACCAAGCCGTCGATGCCTTC 
CGACTGTTCACCGGCCTCGAACCCGACGTCTCCCGCATGCGGGAAACTTTCCTGTCCCTC 

>RXA0022 9-downstream 
TAAAAGAGTCAGTAAAACCTCGA 

>RXA0024 1-upstream 

GGTCTCCAGCCTTTCTAAACAATTCATCTGCACTTGATTAATTGGCCCCAAGATTACGCG 
AAGTTTAGCGACTTCGCCGTACGTCAACTACGTTAAATGA 

>RXA00241 

GTGAATACTCAATCAGATTCTGCGGGGTCTCAAGGTGCAGCGGCCACAAGTCGTACTGTA 
TCTATTAGAACCCTCATCGCGCTGATCATCGGATCGACCGTCGGCGCGGGAATTTTCTCC 
ATCCCTCAAAACATCGGCTCAGTCGCAGGTCCCGGCGCGATGCTCATCGGCTGGCTGATC 
GCCGGTGTGGGCATGTTGTCCGTAGCGTTCGTGTTCCATGTTCTTGCCCGCCGTAAACCT 
CACCTCGATTCTGGCGTCTACGCATATGCGCGTGTTGGATTGGGCGATTATGTAGGTTTC 
TCCTCCGCTTGGGGTTATTGGCTGGGTTCAGTCATCGCCCAAGTTGGCTACGCAACGTTA 
TTTTTCTCCACGTTGGGCCACTACGTACCGCTGTTTTCCCAAGATCATCCATTTGTGTCA 
GCGTTGGCAGTTAGCGCTTTGACCTGGCTGGTGTTTGGAGTTGTTTCCCGAGGAATTAGC 
CAAGCTGCTTTCTTGACAACGGTCACCACCGTGGCCAAAATTCTGCCTCTGTTGTGCTTC 
ATCATCCTTGTTGCATTCTTGGGCTTTAGCTGGGAGAAGTTCACTGTTGATTTATGGGCG 
CGTGATGGTGGCGTGGGCAGCATTTTTGATCAGGTGCGCGGCATCATGGTGTACACCGTG 
TGGGTGTTCATCGGTATCGAAGGTGCATCGGTATATTCCCGCCAGGCACGCTCACGCAGT 
GATGTCAGCCGAGCTACCGTGATTGGTTTTGTGGCTGTTCTCCTTTTGCTGGTGTCGATT 
TCTTCGCTGAGCTTCGGTGTACTGACCCAACAAGAGCTCGCTGCGTTACCAGATAATTCC 
ATGGCGTCGGTGCTCGAAGCTGTTGTTGGTCCATGGGGTGCCGCATTGATTTCGTTGGGT 
CTGTGTCTTTCGGTTCTTGGGGCCTATGTGTCCTGGCAGATGCTCTGCGCAGAACCACTG 
GCGTTGATGGCAATGGATGGCCTCATTCCAAGCAAAATCGGGGCCATCAACAGCCGCGGT 
GCTGCCTGGATGGCTCAGCTGATCTCCACCATCGTGATTCAGATTTTCATCATCATTTTC 
TTCCTCAACGAGACCACCTACGTCTCCATGGTGCAATTGGCTACCAACCTATACTTGGTG 
CCTTACCTGTTCTCTGCCTTTTATCTGGTCATGCTGGCAACACGTGGAAAAGGAATCACC 
CACCCACATGCCGGCACACGTTTTGATGATTCCGGTCCAGAGATATCCCGCCGAGAAAAC 
CGCAAACACCTCATCGTCGGTTTAGTAGCAACGGTGTATTCAGTGTGGCTGTTTTACGCT 
GCAGAACCGCAGTTTGTCCTCTTCGGAGCCATGGCGATGCTTCCCGGCTTAATCCCCTAT 
GTGTGGACAAGGATTTATCGTGGCGAACAGGTGTTTAACCGCTTTGAAATCGGCGTGGTT 
GTTGTCCTGGTCGTTGCTGCCAGCGCGGGCGTTATTGGTTTGGTCAACGGATCACTATCG 
CTT 

>RXA00241-downstream 
TAAACACCGAAACCTTCCTGCTA 

>RXA0025 4 

CAGCCACTAAAACTCGGCGCACACGCAGTCTTGCACTCCACCACCAAGTACATCGGAGGA 
CACTCCGACGTTGTTGGCGGCCTTGTGGTTACCAACGACCAGGAAATGGACGAAGAACTG 
CTGTTCATGCAGGGCGGCATCGGACCGATCCCATCAGTTTTCGATGCATACCTGACCGCC 
CGTGGCCTCAAGACCCTTGCAGTGCGCATGGATCGCCACTGCGACAACGCAGAAAAGATC 
GCGGAATTCCTGGACTCCCGCCCAGAGGTCTCCACCGTGCTCTACCCAGGTCTGAAGAAC 
CACCCAGGCCACGAAGTCGCAGCGAAGCAGATGAAGCGCTTCGGCGGCATGATCTCCGTC 
CGTTTCGCAGGCGGCGAAGAAGCAGCTAAGAAGTTCTGTACCTCCACCAAACTGATCTGT 
CTGGCCGAGTCCCTCGGTGGCGTGGAATCCCTCCTGGAGCACCCAGCAACCATGACCCAC 
CAGTCAGCTGCCGGCTCTCAGCTCGAGGTTCCCCGCGACCTCGTGCGCATCTCCATTGGT 
ATTGAAGACATTGAAGACCTGCTCGCAGATGTCGAGCAGGCCCTCAATAACCTT 

>RXA0 02 5 4 -downstream 
TAGAAACTATTTGGCGGCAAGCA 
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>RXA0 02 62 -upstream 

CACACAGGTGACGTTTACGTCGGGTGGATCAGAAGCCAACAACCTCGCTTATCAAAGGAG 
CGTGCTTAGCTAATCCTA 

>RXA002 62 

GTGGCCGGGCACCTCATCACCACCCCGATCGAGCATGACAGTGTCCTAGAAACTGCTGCT 
TATCTTGAAAGGTTTCATGATTTCGAGATCACCTACCTATCCCCCGATCACACTGGGCTG 
ATCTCCCCGGAGGGTCTCCGCAAAGCAGTCAGGCCGGACACCACATTGATCAGCATTGGT 
TATGCCAACAATGAGGTGGGAACCATTCAGCCGATAGCTGAGTTGGCGGCGGTAAGCAGT 
ACGCCTTTTCACACCGATGCAGTGCAAGCTGCACATTTAACCTTTGACTTGGGAGTTGAC 
GCGTTAAGTTTGTCGGGTCATAAATTCGGTGCGCCTAAAGGGATTGGAGTGTTATGGTCA 
AAGCTTCCCCTGGAGCCGGTAATCCATGGCGGCGGCCAGGAAAAAGGGCGGCGTAGTGGC 
ACGGAAAACGTTGCGGGGGCTATCGCCTTTGCCACTGCCTTGGAATTGGCCAGGGCGGAA 
TCCTATCCAGATCTTGGCGAATTCATCGAGGAAGTTCTCACTATCCCGGGAGCACACCTG 
ACTGGACATCCTAGGATGCGCATTGATGGACACGCATCTTTTCTCTTCGACAGCATAGGA 
TCTGAAACTGTTCTTCTGGAATTGGAACGCCAAGGCATTGTGTGCTCCCCTGGTTCTGCC 
TGTGGTTCCGGAGAGGTATCCCATGTGTTGCTGGCGTTGGGGCTTGAGGAGGATCAAGCA 
CGAACGGCTGTGCGCTGTACTTTTAGTACAACACACAGCCGTGAAGATGCGCTCGTGGCA 
GCCTCTGCTCTTAAATCCGCGGTCGCCTTAATCAGAGGG 

>RXA0 02 62 -downstream 
TGACGCTAGTCAGAGGTTTACGG 



>RXA002 66-upstream 

AGTAGGGGATCGTCCAGCGAAGCGGTCGCAGAGGCTGTGAGGAAGCTCTAAGTCGACTTA 
AGTGCGCGAAGCAGACCACCATTAGGTAGAATCACCCAAC 

>RXA00266 

ATGACTGAACGTACTCTCATCCTTATCAAGCCAGACGGTGTTACCAACGGACACGTCGGC 
GAAATCATCGCACGTATTGAGCGCAAGGGCCTGAAGCTCGCTGCTCTGGATCTGCGTGTT 
GCAGACCGCGAGACCGCTGAAAAGCACTACGAAGAGCACGCTGACAAGCCATTCTTCGGT 
GAGCTCGTTGAATTCATCACCTCTGCACCTCTGATCGCAGGCATCGTCGAAGGCGAGCGT 
GCAATCGATGCATGGCGTCAGCTTGCTGGTGGCACCGACCCAGTTGCTAAGGCAACCCCA 
GGCACCATCCGCGGCGATTTCGCACTGACTGTTGGAGAGAACGTTGTTCACGGTTCTGAT 
TCCCCAGAGTCCGCTGAGCGCGAGATCTCCATCTGGTTCCCTAACCTG 

>RXA002 66-downstream 
TAAT TTTTACGGT T AG AAAAAAA 

>RXA002 7 8-upstream 

GGCCACGGAGTTGGTGTCCGTCATGGTGATGATTCTGTCTGTCGTTTCTGTGTTGGCTTT 
GTGGGTCGGCATCCGCCCCCGTTTGCAGGAGTACTTATAA 

>RXA002 7 8 

ATGCACGCTTTTCGACGCCCCCCTCCACTCACCACGCGAGTCGGCGCTGCATTGCTGGCC 
GCAACGCTGCTTGCTTCCTGCACTCCAACACCTGTGGAACCGGCAGAAACCTTGACTGCT 
TTGGATCCCGATGCCGGTCCACCACTGCCACCGGATTCTTCGATTGAAGCTCCCGGTGAA 
AAAGAGCCCATTGTGGAAGTAATAGAGAATTGGCCAGGTTCTTTACGCCCGGATGATCTG 
ACCCCTGAGGAGCGGGTACCTGGCATCGTCAACCGGGGTCGCATCATTGTGGGTGTGGAT 
CAATCGCAAAACTTGCTCAGTTTCCGTGATCCGGTGACTGGTGAGCTGCGCGGTTTTGAA 
GTGGAATTAGCGAGGGAAATTTCCCGCGACATTTTCGGTGACCCCAATAAGGTGGATTTC 
CGATTCGTCGGCTCGTCCGACCGTCTGCGTTCCCTTGACCAAGGTGATGTAGATATTGTG 
ATTCGTTCCGTCACGATCACCGACGAACGCGCCAAATTGGTGGAATTTTCCACACCGTAC 
CTGCGCACCCAAACCCGCATGTTGACCATGGAATCTTCAGGAATCACGTCCATCGCAGAT 
CTACCCGGCCACACCATTTGTGTCACCGATGGCTCCACTTCATTGCAGCGAGCCCGCACC 
ATTGCGCCGGAGGCCTCAATCTTAAAAACTCGCAATTGGTCCGATTGTCTCATGGCGTTG 
CAGCAGCATCAGGCTCAGGTCATTTTGGGCGATGATGTCATTTTGTCCGGCATCGCAGCA 
CAGGATCCCTACACCGAGATTCTTGATACCTCCCTCGATTCCCATTCCTATGGAGTGGCA 
GCGGCATCGACCACTGCTGAAACAGACTCTTCGGGGTTGATTCGGCAGGTAAACTACACA 
ATTGAACGGATCCGCACAGACCGCATGTGGTGGACAATGTTCGACGATTGGTTCGGACCT 
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TAT CTCTGGTCC T AC G G T C C AC C AC AG C T G C AG T AC A T G C C AG AG G AA G AAG G G AC AG AA 
AACGATGAAGGA 

>RXAO 02 7 8 -downstream 
TAATGAAGATTTCGATCCAGATT 

>RXA002 95-upstream 

GTTTAAGGCACGTGTCATTTTGCATGCGCGTGCCCAATTCTTCTTAAGTGTGCTCAATTT 
TTAAGCGCGCAGTTATTGACAACCAGCCTCTAGGAGATCC 

>RXA002 95 

ATGACCATCCCCGGCACCATCCTTGACACCGCCCGCACCCAAGTTCTGGAACAGGGAATT 
GGCCTTAATCAGCAGCAGTTGATGGAGGTTCTCACCTTGCCTGAAGAGCAAATCCCAGAC 
TTGATGGAATTAGCCCACCAGGTTCGGTTGAAGTGGTGTGGGGAAGAAATCGAGGTCGAG 
GGCATTATTTCCCTCAAAACTGGCGGTTGCCCTGAAGATTGTCATTTCTGCTCACAGTCT 
GGGTTGTTTGAATCGCCGGTGCGTTCGGTGTGGCTGGATATTCCGAATCTGGTTGAAGCC 
GCTAAACAGACCGCAAAAACTGGCGCTACCGAATTCTGTATCGTCGCCGCAGTCAAGGGG 
CCTGATGAGAGGCTCATGACCCAGCTGGAGGAAGCAGTCCTCGCGATTCACTCTGAAGTT 
GAAATTGAAGTCGCAGCATCGATCGGAACGTTAAATAAGGAACAGGTGGATCGCCTCGCT 
GCTGCCGGCGTGCACCGCTACAACCATAATTTGGAAACTGCGCGTTCCTATTTCCCTGAA 
GTTGTCACCACTCATACATGGGAAGAGCGCCGCGAAACTTTGCGCCTGGTGGCAGAAGCT 
GGAATGGAAGTCTGTTCCGGCGGAATCTTAGGAATGGGCGAAACTTTAGAGCAGCGCGCC 
GAGTTTGCCGTGCAGCTGGCGGAGCTTGATCCGCACGAAGTCCCCATGAACTTCCTTGAT 
CCTCGCCCGGGCACCCCATTTGCCGATAGGGAATTGATGGACAGCCGTGACGCTCTGCGC 
TCTATTGGTGCGTTCCGCCTTGCGATGCCTCACACCATGCTTCGTTTTGCTGGCGGTCGC 
GAGCTGACTTTGGGCGACAAGGGTTCCGAGCAAGCCCTCCTGGGAGGCATCAATGCGATG 
ATCGTCGGAAACTACCTGACTACGCTCGGCCGCCCAATGGAAGATGACCTCGACATGATG 
GATCGTCTCCAGCTGCCCATCAAAGTCCTTAATAAGGTCATC 

>RXA002 95-downstream 
TAAGAAGCACGCGCATGAACGAC 

>RXA0030 6 

GATTCCGGCATTCCCACGCAGTTGGTGGAGGGCAGCTGGTTTGAACCGGTTCGCGGGCGC 
ACCTTTGACCGCATCATCGCCAACCCGCCGTTCGTGGTGGGACCACCGGAAATTGGGCAT 
GTGTACCGCGATTCCGGCATGGATCTAGACGGCGCGACCGCGTTGGTGGTCAAAGAAGCC 
TGCGCGCATCTCAACCCTGGTGGCACCGCTCACCTGCTCGGCGCATGGGTGCATTCCGCG 
GATCAATCGTGGCAGCAGCGCGTTGCAGAATGGTTGCCGGATAACGGTTATGTTGCTTGG 
GTTATTGAGCGCGACGCCGTGAGCCCCGCGCAGTATGTGGGCACGTGGCTTAGTGATGAG 
TCCCTCGATCTGCGTAGCCCCGAGGCAGCAGCACGCACCACCGCGTGGCTTAACCACTTT 
GAAAAAGCCAAGGTTCAAGGCGTTGGTTTTGGTTTCATCGCCATCCAACGTCTGGAGGAA 
GACGAGGCGGATGAGAAATCCGATATCTTGGCTGAATCCATGACCCAGTACTTCGAGGAT 
CCTCTCGGCCCTGAAATTGAGGAGTACTTCACCCGCACCGCATGGCTTCGTGAACAAACT 
CGCGATTCCATTCTGAGCTCCCGCTTCAAAGTTCGCCCTGGCGTGGCCCGGGAACAAATC 
AGCCTGGCCGATGCGGAAGAAGGCATGGGCTTTAGTCCTGTCACGTTGAGGCTCACCCGC 
ACCGATGGTCCTCGTTGGTCCCATGATGTTGATGAGCATGTGGCTTCCATCGTCGCAGGA 
CTTAACCCACATGGACTCCCCTTTGAAGAAATCCTGGAAATGTACGCGATGGCTCAAGGT 
ATCGAGGGAGAATCCCTGCACAACGGCGCCATTGCGGCGTTGGTGGATCTCATCCGCCAC 
GGATTGGTGTTGCCCGCTGATCTTCTCGATTCT 

>RXA0030 6-downstream 
TAAATAAGGACTGATTGTGAAAG 



>RXA00323-upstream 

CGCGACATCCTTGAGTAACTCTGAGAAAAACTACCCCCGATGGGAGTATAAAAGTGGCAA 
ATGCGCAGTCGATGTCCCATCGCTGCGTAGATTAGTTTTC 

>RXA0032 3 

ATGAACAGCGAACAGGAATTTGTACTCAGCGCCATTGAAGAACGCGACATTAAGTTTGTG 
CGTCTATGGTTCACTGACATTCTTGGCCACTTGAAGTCAGTGGTTGTGGCTCCTGCAGAA 
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CTAGAGTCTGCGTTGGAAGAAGGCATCGGATTCGATGGCTCAGCCATTGAGGGCTACGCG 
CGTATCTCGGAAGCGGACACCATTGCCCGCCCAGATCCATCGACATTCCAGGTCCTCCCA 
CTAGAAGCGGGCATCTCAAAACTGCAGGCAGCACGCCTGTTTTGCGATGTCACGATGCCA 
GACGGACAGCCATCTTTTTCTGACCCGCGCCAAGTGCTGCGCAGGCAGGTCCAACTAGCT 
GCAGATGAAGGCTTGACCTGCATGATCTCACCAGAGATTGAGTTCTATTTGGTGCAAAGC 
CTTCGCACCAACGGACTGCCACCTGTGCCCACTGACAACGGCGGATATTTCGACCAAGCC 
ACATTCAATGAGGCGCCGAATTTCCGTCGAAACGCGATGGTAGCGCTGGAGGAACTCGGC 
ATCCCTGTCGAGTTCTCCCACCATGAAACTGCACCTGGCCAGCAAGAAATCGATTTACGC 
CATGCGGATGCGCTCACCATGGCCGACAACATCATGACCTTCCGCTACATCATGAAACAG 
GTGGCAAGGGACCAAGGCGTCGGGGCATCATTTATGCCCAAGCCATTCCAAGAACATGCA 
GGCTCCGCCATGCACACGCACATGTCCTTATTTGAGGGCGATACCAACGCGTTCCACGAT 
CCAGACGATTCTTACATGCTGTCCAAAACCGCAAAACAGTTCATCGCTGGAATCTTGCAT 
CACGCTCCAGAATTCACCGCTGTGACCAACCAGTGGGTCAATTCCTACAAACGCATCGTG 
TACGGAAACGAAGCTCCAACTGCGGCAACCTGGGGTGTATCTAATCGTTCTGCGCTGGTT 
CGTGTTCCTACCTACCGTTTGAATAAGGAGGAGTCGCGCCGGGTGGAGGTGCGTCTTCCT 
GATACCGCTTGTAACCCATATTTGGCGTTTTCAGTGATGCTCGGCGCTGGTTTGAAAGGC 
ATTAAAGAAGGTTATGAGCTCGACGAGCCAGCTGAGGACGATATCTCCAACTTGAGCTTC 
CGGGAACGTCGCGCCATGGGCTACAACGATCTGCCAAGCAGCCTTGATCAGGCACTGCGC 
CAAATGGAAAAGTCAGAGCTTGTTGCTGACATCCTCGGTGAGCACGTTTTTGAGTTTTTC 
TTGCGCAATAAGTGGCGTGAATGGCGTGACTACCAAGAGCAGATCACTCCGTGGGAGCTC 
C GAAACAAT C T T G AT T AC 

>RXA00323-downstream 
TAGACTTTTGCACTCCAATGGAA 

>RXA00 32 4 -upstream 

TCCGTGGGAGCTCCGAAACAATCTTGATTACTAGACTTTTGCACTCCAATGGAAACCCTA 
CGGCGACCCAATTGCGACCCGATGAAGGAGGGGAGAAGCT 

>RXA0 032 4 

ATGTCAGGACCGTTAAGAAGTGAACGTAAAGTCGTTGGCTTTGTCAGAGACCCACTGCCA 
AAAGTTGGTTCTTTATCGCTGAAATCTGAGCATGCCCAAGCAGATCTAGAGCATTTGGGT 
TGGCGCAATGTTGAGTCTTTGGATTTGTTGTGGGGCTTGTCAGGTGCAGGCGATCCCGAT 
GTCGCGCTGAACCTTCTTATTCGGCTGTATCAGGCACTTGAAGCAATCGGCGAGGATGCT 
CGAAACGAGCTTGATCAAGAGATTCGCCAGGATGAAAAACTACGAGTCCGCCTTTTTGCA 
TTGTTGGGTGGTTCCTCGGCTGTCGGTGATCACTTGGTCGCCAATCCTTTGCAGTGGAAA 
CTCTTAAAACTTGATGCGCCATCGAGGGAAGAGATGTTTCAGGCGCTGCTGGAATCTGTG 
AAAGCTCAGCCTGCTGTGCTTGAGGTTGAGGATTTCAGCGATGCACACAACATTGCCCGA 
GACGATTTGAGCACGCCTGGTTTTTACACGGCTAGTGTTACCGGGCCTGAAGCAGAGCGA 
GTCTTGAAATGGACTTATCGCACGTTGCTGACCCGGATTGCTGCGCATGATTTAGCGGGT 
ACCTATCCCACCGACATGCGGAGAAAAGGTGGCGATCCTGTTCCGTTTAGCACAGTGACC 
ATGCAGCTCAGCGACCTAGCTGATGCTGCTTTGACTGCTGCTTTAGCTGTGGCAATTGCC 
AATGTTTATGGTGAAAAGCCGGTTGATTCAGCTTTATCTGTCATCGCGATGGGCAAATGT 
GGCGCGCAGGAATTGAACTACATTTCAGATGTGGACGTGGTGTTTGTTGCAGAGCCGGCA 
AACTCTAAATCAACACGCACCGCAGCAGAGCTCATTCGCATCGGTAGCAACTCGTTCTTT 
GAGGTGGATGCAGCACTTCGCCCAGAAGGTAAAAGTGGCGCTCTTGTGCGCTCTTTGGAT 
TCCCATATGGCGTATTACAAGCGCTGGGCGGAAACCTGGGAGTTTCAGGCACTGCTGAAA 
GCTCGTCCCATGACGGGTGATATTAACCTTGGGCAGTCCTATGTGGATGCTCTTTCACCG 
TTGATTTGGACGGCTAGCCAGCGGGAATCATTTGTCACAGATGTCCAAGCTATGCGCCGT 
CGAGTGTTGGACAATGTTCCGGAAGACTTGCGTGATCGTGAGCTGAAGCTTGGTCGCGGT 
GGTTTGAGGGATGTGGAGTTTGCTGTCCAGCTCCTTCAGATGGTGCATGGTCGCATTGAT 
GAGACGTTGCGGGTTCGGTCAACGGTAAATGCTTTGCATGTGTTGGTTGATCAGGGATAT 
GTGGGTCGTGAAGACGGGCATAATCTCATTGAGTCGTATGAGTTTTTGCGTCTGTTGGAG 
CATCGCCTTCAATTGGAGCGGATCAAGCGCACTCACTTGTTACCGAAACCTGATGACCGA 
ATGAATATGCGCTGGTTGGCGCGCGCTTCTGGGTTTACTGGTTCGATGGAGCAAAGTTCG 
GCCAAAGCTATGGAACGGCATTTGCGTAAGGTTCGTTTGCAGATTCAGTCGTTGCATAGT 
CAGCTGTTTTATCGGCCACTGCTGAACTCTGTGGTCAACTTGAGCGCGGATGCCATCAGG 
TTGTCTCCGGATGCTGCAAAGCTACAATTGGCGGCATTGGGATACCTGCATCCATCACGT 
GCTTATGAACACCTGACTGCTCTTGCATCAGGAGCTAGCCGTAAAGCCAAGATTCAGGCG 
ATGTTGCTGCCCACGTTGATGGAGTGGCTGTCTCAAACAGCTGAACCAGATGCGGGATTG 
CTGAATTACCGCAAGCTTTCTGATGCTTCCTATGATCGCAGCTGGTTTTTGCGCATGCTG 
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CGTGATGAGGGCGTAGTGGGGCAGCGGTTGATGCGTATTTTGGGAAATTCTCCCTATATT 
TCTGAACTGATTATCTCCACTCCGGACTTTATGAAACAGCTGGGTGATGCGGCGTCTGGT 
CCTAAATTGCTTGCTACTGCACCGACTCAGGTTGTGAAAGCAATCAAGGCAACGGTGTCG 
CGTCATGAGTCACCTGATCGGGCGATCCAGGCTGCACGATCGCTGAGGAGGCAGGAGCTG 
GCACGCATTGCCTCTGCTGATTTGCTCAACATGCTCACTGTTCAGGAAGTATGCCAAAGC 
TTGTCACTAGTCTGGGATGCGGTGTTGGATGCTGCCTTGGATGCGGAAATCCGTGCTGCA 
CTTAACGATCCACAGAAACCAGATCAGCCTCTGGCCAATATTTCTGTGATCGGCATGGGC 
CGTTTGGGTGGAGCAGAACTTGGATACGGTTCTGATGCCGATGTGATGTTTGTATGCGAG 
CCGGTAGCCGGTGTGGAAGAGCATGAGGCCGTCACATGGTCTATTGCTATCTGTGATTCC 
ATGCGGTCGAGGCTTGCGCAGCCTTCCGGTGATCCACCTTTGGAGGTGGATCTGGGGCTG 
CGTCCTGAAGGGAGATCTGGTGCGATTGTGCGCACCGTTGATTCCTATGTGAAGTACTAC 
GAAAAGTGGGGTGAAACTTGGGAGATTCAGGCGCTGCTGAGGGCTGCGTGGGTTGCTGGT 
GATCGTGAGCTGGGTATTAAGTTCTTGGAGTCGATTGATCGTTTCCGCTACCCAGTTGAC 
GGGGCAACGCAGGCGCAGCTTCGTGAAGTTCGTCGAATTAAGGCGAGGGTGGATAATGAG 
AGGCTTCCGCGCGGGGCTGATCGAAATACCCATACCAAGCTGGGTCGGGGAGCGTTAACT 
GACATCGAGTGGACTGTGCAGTTGTTGACCATGATGCATGCTCATGAGATTCCGGAGCTG 
CACAATACGTCGACGTTGGAAGTTCTTGAAGTGCTGGAAAAGCATCAGATTATTAACCCT 
GTGCAGGTGCAGACGCTTCGGGAAGCGTGGCTGACGGCAACGGCTGCTAGGAATGCGCTT 
GTGCTGGTCAGGGGTAAGAGATTAGATCAGTTACCTACTCCTGGTCCGCACCTTGCGCAG 
GTGGCTGGTGCGTCTGGTTGGGATCCAAATGAGTACCAGGAGTATTTGGAAAACTATCTG 
AAAGTGACCAGGAAGAGTCGTCAGGTTGTTGATGAAGTCTTCTGGGGTGTGGACTCTATG 
G AG C AAC G T GAG TTT 

>RXA0032 4 -downstream 
TAGGTAGGTGGTGGGAGCCCCAA 



>RXA00330-upstream 

GCAACACTTTAGGGTATCGCGTGGGCGAAGTCACCTTTTTCAACATATTTGAGACGGTGT 
GGGGGAGTATTGTGTCACCCCTTGGGATAGGGTTATATCC 

>RXA00330 

GTGGACTACATTTCGACGCGTGATGCCAGCCGTACCCCTGCCCGCTTCAGTGATATTTTG 
CTGGGCGGTCTAGCACCAGACGGCGGACTGTACCTGCCTGCAACCTACCCTCAACTAGAT 
GATGCCCAGCTGAGTAAATGGCGTGAGGTATTAGCCAACGAAGGATACGCAGCTTTGGCT 
GCTGAAGTTATCTCCCTGTTTGTTGATGACATCCCAGTAGAAGACATCAAGGCGATCACC 
GCACGCGCCTACACCTACCCGAAGTTCAACAGCGAAGACATCGTTCCTGTCACCGAACTC 
GAGGACAACATTTACCTGGGCCACCTTTCCGAAGGCCCAACCGCTGCATTCAAAGACATG 
GCCATGCAGCTGCTCGGCGAACTTTTCGAATACGAGCTTCGCCGCCGCAACGAAACCATC 
AACATCCTGGGCGCTACCTCTGGCGATACCGGCTCCTCTGCGGAATACGCCATGCGCGGC 
CGCGAGGGAATCCGCGTATTCATGCTGACCCCAGCTGGCCGCATGACCCCATTCCAGCAA 
GCACAGATGTTTGGCCTTGACGATCCAAACATCTTCAACATCGCCCTCGACGGCGTTTTC 
G AC GAT T G C C AAG AC G TAG T C AAG GCTGTCTCCGCC G AC G C AG AAT T C AAAAAAG AC AAC 
CGCATCGGTGCCGTGAACTCCATCAACTGGGCACGCCTTATGGCACAGGTTGTGTACTAC 
GTTTCCTCATGGATCCGCACCACAACCAGCAATGACCAAAAGGTCAGCTTCTCCGTACCA 
ACCGGCAACTTCGGTGACATTTGCGCAGGCCACATCGCCCGCCAAATGGGACTTCCCATC 
GATCGCCTCATCGTGGCCACCAACGAAAACGATGTGCTCGACGAGTTCTTCCGTACCGGC 
GACTACCGAGTCCGCAGCTCCGCAGACACCCACGAGACCTCCTCACCTTCGATGGATATC 
TCCCGCGCCTCCAACTTCGAGCGTTTCATCTTCGACCTGCTCGGCCGCGACGCCACCCGC 
GTCAACGATCTATTTGGTACCCAGGTTCGCCAAGGCGGATTCTCACTGGCTGATGACGCC 
AACTTTGAGAAGGCTGCAGCAGAATACGGTTTCGCCTCCGGACGATCCACCCATGCTGAC 
CGTGTGGCAACCATCGCTGACGTGCATTCCCGCCTCGACGTACTAATCGATCCCCACACC 
GCCGACGGCGTTCACGTGGCACGCCAGTGGAGGGACGAGGTCAACACCCCAATCATCGTC 
CTAGAAACTGCACTCCCAGTGAAATTTGCCGACACCATCGTCGAAGCAATTGGTGAAGCA 
CCTCAAACTCCAGAGCGTTTCGCCGCGATCATGGATGCTCCATTCAAGGTTTCCGACCTA 
CCAAACGACACCGATGCAGTTAAGCAGTACATAGTCGATGCGATTGCAAACACTTCCGTG 
AAG 

>RXA00330-downstream 
TAACTTGCTTTACGCCAAGGCCT 
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>RXAO 033 5 -upstream 

ACTACATTTGCAGCCAAGTCTACTACTTGATCTTCAAAGGTCAGCAATTGTGAACAAAGC 
T AC AAAT AAAC CGTTCCGCC CAT G T C AA T G AG GAG T C AC C 

>RXA00335 

GTGGCGTTTGAAACCCCGGAAGAAATTGTCAAGTTCATCAAGGATGAAAACGTCGAGTTC 
GTTGACGTTCGATTCACCGACCTTCCCGGCACCGAGCAGCACTTCAGCATCCCAGCTGCC 
AGCTTCGATGCAGATACAATCGAAGAAGGTCTCGCATTCGACGGATCCTCGATCCGTGGC 
TTCACCACGATCGACGAATCTGACATGAATCTCCTGCCAGACCTCGGAACGGCCACCCTT 
GATCCATTCCGCAAGGCAAAGACCCTGAACGTTAAGTTCTTCGTTCACGATCCTTTCACC 
CGCGAGGCATTCTCCCGCGACCCACGCAACGTGGCACGCAAGGCAGAGCAGTACCTGGCA 
TCCACCGGCATTGCAGACACCTGCAACTTCGGCGCCGAGGCTGAGTTCTACCTCTTCGAC 
TCCGTTCGCTACTCCACCGAGATGAACTCCGGCTTCTACGAAGTAGATACCGAAGAAGGC 
TGGTGGAACCGTGGCAAGGAAACCAACCTCGACGGCACCCCAAACCTGGGCGCAAAGAAC 
CGCGTCAAGGGTGGCTACTTCCCAGTAGCACCATACGACCAAACCGTTGACGTGCGCGAT 
GACATGGTTCGCAACCTCGCAGCTTCCGGCTTCGCTCTTGAGCGTTTCCACCACGAAGTC 
GGTGGCGGACAGCAGGAAATCAACTACCGCTTCAACACCATGCTCCACGCGGCAGATGAT 
ATCCAGACCTTCAAGTACATCATCAAGAACACCGCTCGCCTCCACGGCAAGGCTGCAACC 
TTCATGCCTAAGCCACTGGCTGGCGACAACGGTTCCGGCATGCACGCTCACCAGTCCCTC 
TGGAAGGACGGCAAGCCACTCTTCCACGATGAGTCCGGCTACGCAGGCCTGTCCGACATC 
GCCCGCTACTACATCGGCGGCATCCTGCACCACGCAGGCGCTGTTCTGGCGTTCACCAAC 
GCAACCCTGAACTCCTACCACCGTCTGGTTCCAGGCTTCGAGGCTCCAATCAACCTGGTG 
TACTCACAGCGCAACCGTTCCGCTGCTGTCCGTATCCCAATCACCGGATCCAACCCGAAG 
GCAAAGCGCATCGAATTCCGCGCTCCAGACCCATCAGGCAACCCATACCTGGGCTTTGCA 
GCGATGATGATGGCCGGCCTCGACGGCATCAAGAACCGCATCGAGCCACACGCTCCAGTG 
GACAAGGACCTCTACGAACTACCACCAGAGGAAGCTGCATCCATTCCACAGGCACCAACC 
TCCCTGGAAGCATCCCTGAAGGCACTGCAGGAAGACACCGACTTCCTCACCGAGTCTGAC 
GTCTTCACCGAGGATCTCATCGAGGCGTACATCCAGTACAAGTACGACAACGAGATCTCC 
CCAGTTCGCCTGCGCCCAACCCCGCAGGAATTCGAATTGTACTTCGACTGC 

>RXA0033 5-downstream 
TAAT TC AC T T AGC T AG C C GAT AG 

>RXA0034 7-upstream 

TCGGCCAGCAATCCGCTTGGTGTCCTGGATCGCGCCGACATCTTAAGGTGCCAGGGCTTT 
AAAGTGCCAGGGGTTCTGTGGGATCCGTACACTGGTTCCC 

>RXA0034 7 

ATGACTTTGACTATTGAGGAAATCGCCAAGACCAAAAAGCTTTTGGTTGTGTCCGATTTT 
GATGGAACCATCGCAGGATTTAGCAAGGACGCTTACAACGTTCCTATCAACCAGAAATCC 
CTCAAGGCGGTAAAAGACCTCTCCCAACAAGCAGACACTGATGTTGTCATTTTGTCGGGA 
CGTCACCTGGAGGGATTGAAGACGGTTCTTGATCTTGGTCAGTACGACATCACCATGGTG 
GGTTCACACGGTTCTGAGGATTCCTCCCGCCCGCGTACCCTCACTCCTGAAGAGGTAGCT 
CGCCTCGCCAAGATTGAAGCAGATCTGGAAAAGATCGTCGACGGCATCGAAGGCGCATTC 
GTGGAGATCAAGCCTTTCCACCGCGTGCTGCACTTCATCCGTGTTTCCGACAAGGACAAA 
GTCCAAGGAATCCTCGCCCAAGCAGCACACGTAGACTCTTCCGGCCTGAAGGTTACTAAC 
G G C AAG AG CAT CAT C G AAT AC T C CAT C AG C T C C AC C AC C AAG G G C AC C T G G C T G AAG G AA 
TACGTTGACCGCACCGAGCCCACTGGTGTGATTTTCCTCGGCGATGACACCACCGATGAG 
CACGGTTTCAAAGCTTTAGAAAACGATGATCGTGCCCTAACCGTCAAGGTTGGCGAAGGA 
GACACTGCAGCCAAAACCCGCGTCGACGATGTTGATAATGTGGGAATTTTCCTAGAGAAA 
CTCGCCTACCACCGCATGCAGTATGCGGAAAGCGTGCGATTGGGGATT 

>RXA0 03 4 7 -downstream 
TAAGAGAGCCTAAACGCACGAAA 

>RXA0 0351 -upstream 

G AAG GC T G C T GC T AAG AAAAC G AC C AAG AAG AC C AC T AAG AAAAC T AC T AAAAAG ACC AC 
CGCAAAGAAGACCACAAAGAAGTCTTAAGCCGGATCTTAT 

>RXA00351 

ATGGATGATTCCAATAGCTTTGTAGTTGTTGCTAACCGTCTGCCAGTGGATATGACTGTC 
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CACCCAGATGGTAGCTATAGCATCTCCCCCAGCCCCGGTGGCCTTGTCACGGGGCTTTCC 
CCCGTTCTGGAACAACATCGTGGATGTTGGGTCGGATGGCCTGGAACTGTAGATGTTGCA 
CCCGAACCATTTCGAACAGATACGGGTGTTTTGCTGCACCCTGTTGTCCTCACTGCAAGT 
GACTATGAAGGCTTCTACGAGGGCTTTTCAAACGCAACGCTGTGGCCTCTTTTCCACGAT 
CTGATTGTTACTCCGGTGTACAACACCGATTGGTGGCATGCGTTTCGGGAGGTAAACCTC 
AAGTTCGCTGAAGCCGTGAGCCAAGTGGCGGCACACGGTGCCACTGTGTGGGTGCAGGAC 
TATCAGCTGTTGCTGGTTCCTGGCATTTTGCGCCAGATGCGCCCTGATTTGAAGATCGGT 
TTCTTCCTCCACATTCCCTTCCCTTCCCCTGATCTGTTCCGTCAGCTGCCGTGGCGTGAA 
GAGATTGTTCGAGGCATGCTGGGCGCAGATTTGGTGGGATTCCATTTGGTTCAAAACGCA 
GAAAACTTCCTTGCGTTAACCCAGCAGGTTGCCGGCACTGCCGGGTCTCATGTGGGTCAG 
CCGGACACCTTGCAGGTCAGTGGTGAAGCATTGGTGCGTGAGATTGGCGCTCATGTTGAA 
ACCGCTGACGGAAGGCGAGTTAGCGTCGGGGCGTTCCCGATCTCGATTGATGTTGAAATG 
TTTGGGGAGGCGTCGAAAAGCGCCGTTCTTGATCTTTTAAAAACGCTCGACGAGCCGGAA 
ACCGTATTCCTGGGCGTTGACCGACTGGACTACACCAAGGGCATTTTGCAGCGCCTGCTT 
GCGTTTGAGGAACTGCTGGAATCCGGCGCGTTGGAGGCCGACAAAGCTGTGTTGCTGCAG 
GTCGCGACGCCTTCGCGTGAGCGCATTGATCACTATCGTGTGTCGCGTTCGCAGGTCGAG 
GAAGCCGTCGGCCGTATCAATGGTCGTTTCGGTCGCATGGGGCGTCCCGTGGTGCATTAT 
CTACACAGGTCATTGAGCAAAAATGATCTCCAGGTGCTGTATACCGCAGCCGATGTCATG 
CTGGTTACGCCTTTTAAAGACGGTATGAACTTGGTGGCTAAAGAATTCGTGGCCAACCAC 
CGCGACGGCACTGGTGCTTTGGTGCTGTCCGAATTTGCCGGCGCGGCCACTGAGCTGACC 
GGTGCGTATTTATGCAACCCATTTGATGTGGAATCCATCAAACGGCAAATGGTGGCAGCT 
GTCCATGATTTGAAGCACAATCCGGAATCTGCGGCAACGCGAATGAAAACGAACAGCGAG 
CAGGTCTATACCCACGACGTCAACGTGTGGGCTAATAGTTTCCTGGATTGTTTGGCACAG 
TCGGGA 

>RXA0 0352 -upstream 

AATAGATCAGCGCATCCGTGGTGGAACCAAAAGGCTCAACAATACGAAACGTTCGCTTTC 
GGTCCTGATGAAAGAGATGTCCCTGAATCATCATCTAAGT 

>RXA00352 

ATGCATCTCGGTAAGCTCGACCAGGACAGTGCCACCACAATTTTGGAGGATTACAAGAAC 
ATGACCAACATCCGCGTAGCTATCGTGGGCTACGGAAACCTGGGACGCAGCGTCGAAAAG 
CTTATTGCCAAGCAGCCCGACATGGACCTTGTAGGAATCTTCTCGCGCCGGGCCACCCTC 
GACACAAAGACGCCAGTCTTTGATGTCGCCGACGTGGACAAGCACGCCGACGACGTGGAC 
GTGCTGTTCCTGTGCATGGGCTCCGCCACCGACATCCCTGAGCAGGCACCAAAGTTCGCG 
CAGTTCGCCTGCACCGTAGACACCTACGACAACCACCGCGACATCCCACGCCACCGCCAG 
GTCATGAACGAAGCCGCCACCGCAGCCGGCAACGTTGCACTGGTCTCTACCGGCTGGGAT 
CCAGGAATGTTCTCCATCAACCGCGTCTACGCAGCGGCAGTCTTAGCCGAGCACCAGCAG 
CACACCTTCTGGGGCCCAGGTTTGTCACAGGGCCACTCCGATGCTTTGCGACGCATCCCT 
GGCGTTCAAAAGGCAGTCCAGTACACCCTCCCATCCGAAGACGCCCTGGAAAAGGCCCGC 
CGCGGCGAAGCCGGCGACCTTACCGGAAAGCAAACCCACAAGCGCCAATGCTTCGTGGTT 
GCCGACGCGGCCGATCACGAGCGCATCGAAAACGACATCCGCACCATGCCTGATTACTTC 
G T T G G C T AC G AAG T C G AAG T C AAC T T CAT C G AC G AAG C AAC C T T C G AC T C C GAG C A C AC C 
GGCATGCCACACGGTGGCCACGTGATTACCACCGGCGACACCGGTGGCTTCAACCACACC 
GTGGAATACATCCTCAAG 

>RXA0 03 64 -upstream 

ACCAATTTCTGGCATCGGTCTGGATGAAGTTGCAGCTGACGTAGAAAGCTCGTCACCGCA 
GCGCATTTT 

>RXA003 64 

TTGCCACGCCCTGAAGAGCACGCTCACCGTGAATTGGATTTGGGTGGTGAATACAAGTGG 
CGCCGCGAAGGTGAATACCACCTGTTCAACCCAGAAACCATCTTCAAGCTGCAGCATGCA 
ACGCGTTCTGGCAGCTACGAGATTTTCAAGGATTACACCCGCAAGGTTGATGATCAATCC 
ACTCGCTTGGGTACTATTCGTGGACTGTTTGAGTTCAGCACGGACCGCAAGCCAATTTCG 
GTGTCTGAGGTGGAGCCGGTCAGTGAGATCGTGAAGCGTTTCTCCACTGGTGCGATGTCT 
TATGGCTCGATTTCTGCTGAAGCCCATGAGGTCTTGGCCATCGCCATGAACCGACTGGGC 
GGTATGTCCAACTCCGGCGAAGGTGGCGAGGACGCCCGCCGATTTGATGTGGAACCCAAC 
GGTGACTGGAAGCGCTCTGCCATTAAGCAGGTGGCCTCGGGACGTTTCGGCGTGACCAGC 
CACTACTTGAACAACTGCACCGATATTCAGATCAAGATGGCACAGGGCGC7U\AGCCCGGT 
GAAGGTGGCCAGCTGCCACCAAACAAGGTGTACCCATGGGTTGCAGAAGTCCGCATCACC 
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ACCCCAGGCGTTGGTCTGATTTCCCCTCCACCACACCACGATATTTACTCCATTGAGGAT 
CTGGCTCAGCTGATCCACGACCTGAAGAACGCTAACCCACGCGCACGAATCCACGTGAAG 
CTAGTGGCAGAACAAGGCGTGGGCACCGTTGCCGCAGGTGTGTCCAAAGCACACGCTGAT 
GTGGTGCTTATTTCCGGCCACGATGGCGGAACTGGCGCATCTCCTTTGACCTCCCTGAAG 
CATGCCGGTGGTCCATGGGAGTTGGGCTTGGCTGAAACCCAGCAAACGTTGCTGCTCAAC 
GGCCTGCGCGATCGTATTCGCGTGCAGTGCGATGGTCAGCTGAAAACTGGCCGAGACGTG 
GTTATCGCAGCTCTTCTCGGTGCCGAAGAATTCGGTTTTGCCACCGCACCGCTGGTGGTT 
GAAGGCTGCATCATGATGCGCGTCTGCCACCTGGACACCTGCCCGGTGGGTATCGCTACC 
CAGAACCCGGATTTGCGTTCCAAGTTCACCGGCAAGGCTGAACACGTGGTCAACTTCTTC 
ACCTTCATCGCCCAGGAAGTCCGTGAGTACTTGGCACAGCTTGGTTTCCGCTCTATTGAT 
GAAGCCGTCGGACAAGCCCAGGTGCTGCGCAAGCGTTCCGGAATCCCAGCTGATTCCCGC 
G C AG C AC AC C T G GAT T T GAG C C C AA T T T T C A T C 



>RXA003 65-upstream 

GAAGCCTACGATCGCTTGCACGCGACCAACAATTTCCCCGAGTTCACCGGCCGTTTGTGC 
CCCGCACCCTGCGAAGGCGCCTGCGTGCTCGGTATCAACG 

>RXA003 65 

ATGATTCTGTCACCATCAAAAACGTTTGAGCTGGAAATCGTCGAAAAAGCATTCCGCGAA 
GGCTGGGTGCAACCAGTAATCCCATCCATGTCTACCGGGCTGTCAGTCGCCGTCGTCGGT 
TCCGGCCCCGCTGGCCTTGCCGCCGCGCAGCAGCTCACCCGCGCAGGCCACAGCGTTACC 
GTCTTTGAACGCGACGACCGCCTCGGCGGCCTCATGCGCTACGGCGTGCCAGAATACAAA 
ATGGAGAACCGCTGGATCGACCGCCGCATCGAGCAAATGGAAGCAGAGGGCACAACTTTC 
CAGGTAGGCACCTCGCCGCGCGCCGCTGAACTAGCGCTTTTCGACGCGATCCTCCTCGCA 
ACCGGCACCCCAGTGGCCCGCGAACTCTCAGTTCCAGGCCACGATCTCAACGGCATCCAT 
GCGGCAATGGATTACCTCACCGCCCAAAACCGCATCAACGAAGGCGACGGTGAAGTCTCT 
CCAATCAACGCCAAAGGCAAGAAAGTTGTCATCATCGGTGGCGGCGACACCGGCACCGAC 
TGCTTCGGCACCGCACTGCGCCAAGGAGCAGAATCAGTCACCCAATTTGATATCCGCCCC 
CGCGCTCCTTTCCAGCGCGCCGATTCC 



>RXA00366-upstream 

AAATCATGCCGCGCGATTTCCAAAAAGTACTCAACATCATCGAAACGGCCCACGCTGAGG 
GCCAAGACCCAGCAATCAAGATCATGGAGGCAGTGAGCTA 

>RXA003 66 

ATGGCCGACCCACAAGGATTCATCAAATACTCCCGACGCGAGCCTGCACACCGCCCGGTC 
CCGCTGCGCCTCATGGACCACTCCGAGGTCTACGAAAAGGCACCGGCAGGTCAGATCGAG 
GAACAGGCTGCCCGCTGCATGGATTGCGGTGTCCCGTTCTGCCACGAAGGCTGCCCACTG 
GGCAACATCATCCCTGAGTGGAATGATCTGGTACGCCAAGGTCGGTGGAAGGAAGCCTAC 
GATCGCTTGCACGCGACCAACAATTTCCCCGAGTTCACCGGCCGTTTGTGCCCCGCACCC 
TGCGAAGGCGCCTGCGTGCTCGGTATCAACGATGATTCTGTCACCATCAAAAACGTT 

>RXA003 66-downstream 
TGAGCTGGAAATCGTCGAAAAAG 



>RXA00 3 67 

CACAGCCTAGAAAAAGCCCTGGACAACGCATTTATTGATAAGGCTTCGGACACGATCACC 
CGTGCCGCAGCGGGTGTGGAAACCAGCATTGTTATTGATAGCTCCATCAGCAACGTCAAC 
CGTTCAGTTGGCACGATGCTGGGTTCTGCAGTCAGCCGCGTGGCTGGTGCCCAAGGTTTG 
CCAGACGGCACCATCACCTTGAATCTTCAAGGCTGCGCCGGTAACTCCTTTGGCGCGTTC 
ATCCCACGAGGCATCACCATCAACCTCACCGGCGATGCCAATGACTTTGTGGGCAAGGGA 
TTATCTGGCGGAAAGATTGTGATCAAGCCTTCCGCTCAGGCTCCGi^AGCAGCTGAAGAAC 
AATCCAAATATCATTGCCGGAAACGTGCTTGGATACGGCGCAACCAGTGGTGAATTGTTC 
ATTCGTGGCCAGGTCGGCGAACGTTTCTGCGTCCGTAACTCTGGCGCCACCGCAGTGGTT 
GAAGGTATCGGAAACCACGGTTGTGAGTACATGACTGGCGGCCGAGTCCTGGTTTTGGGC 
CCGGTTGGTGAGAACTTTGGTGCCGGCATGTCTGGTGGCATTGCATACCTGGCTAATTCC 
CCGGACCTAAACCAGAAGATCAATGGCGAATTGGTGGATGTTGTTCCACTGAGCGCTGAC 
GATCTGACGTGGGCTGATGAGCTCATTGCTCGCCACCGCGAACTCACCGGATCCGAGACC 
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AAGCTGCGTGCACAAGATTTGGTGAAAATCATGCCGCGCGATTTCCAAAAAGTACTCAAC 
ATCATCGAAACGGCCCACGCTGAGGGCCAAGACCCAGCAATCAAGATCATGGAGGCAGTG 
AGC 

>RXA0 03 67 -downstream 
TAATGGCCGACCCACAAGGATTC 

>RXA00371-upstream 

GTCGTGGACAATCCCGGATCGAAAATTTGATTCGGCTTTTTTCATGGCTGTTGATGGAGT 
ACGTTGGTCGTTTTCGAGACAAGTACTAGAAAAGATATTG 

>RXA00371 

ATGACTATCGCCCATAAGCCCGAGATGGCTGAAACTACCGGGATCGAGACCAACCAGGTT 
TCCGAAACCATCGGGGTTGAATCGCTCACGCACGGAAACTTACGTCCTGTTTCATCTTTT 
GAGGGACAGCATGAGGGACAAACGGAAGAGTTACTTCCAGGCAAAGTCATTTTTGTTGGG 
GCCGGTCCCGGTAACCCTGATCTTCTTACAGTTCGTGCCCGTGAAGTTCTGGGCAACGCG 
GTTCGTGCGATTACTGATGAACAAGTACTAAGCGGCGTTCGAGCTTTTGTCGCCACTGAA 
ATTCCTGTGCCGGAAGATAAGCTTCAGGCTGCGGAAGATGAGTACGAGCGCATCTGCATT 
GAAGCGAAGGAGAACGGTGCACGCCGTAAGCCTCCTCGTCCAGCACCACCAACCGCTGCA 
GAGATCACGGAAGTTTCTGAGGCGACTCCAGCTCAGATTGTTGAGCTTGTGCAGGATGCT 
CTTTCTTATGGTGGAGATGTTATTCGTCTTGTCACCGGCAACCCATTGAGCAGCGATGCC 
ACACTGGCTGAGATCTCTGCAGTTTCCGAGGCTGGCCTGGAGTTCCAGGTGGTTCCAGGT 
ATGTCTTTGCCTGCAACGGTTCCTGCATTTGCGGGAATTGCGTTGGGTTCTACCTACACC 
GAAACTGATGTCAACGGTCAAAACTTGGACTGGGATCAGTTGGCTAGCGCACCTCAGCCT 
TTGGTGCTGCAGGCCCGCGTGGATGACCTTTCCCGTATTGCACAGGAACTAAAGGCCCGC 
AATATGTCTTTGGAAACTCCTGTTTCTGTCACCGCTAACGGCACCACCCGTTTGCAGCGC 
ACCTATGACACCACTTTAGGTCTGTTGCACAAGCTTGATGCTGAACTAAGCGGACCTTTG 
GTTGTTACCTTGGGCAAGGGTGTG 

>RXA00374 

ACCATTTCTGTCGAACCACCGCGCAACCCAGCGCAAATGGAACGCGCCATCAAGGGCATC 
GTCGAAGGACGCTACCAGTGGGTTGTCCTCACAAGCGTCAACGCAGTGAAGGCAGTCTGG 
AAGAAAATCACCGAATTCGGCCTCGATTCACGTTCCTTCGCGGGCGTCCGCATCGCCGCA 
GTCGGTGAAAAAACCGCCGCTGAGATCCGCGCGCTCGGCATCACGCCGGAGCTTCTGCCT 
GCACGTACCAGGCAAAATGCGCAAGGGCTTGTCGACGTGTTCCCCGAATATTTCGAAGAA 
CTCGATCCAGTCGGCCGTGTCCTCTTGCCGCGCGCAGATATCGCAACCGACGTGCTTGTC 
GACGGCCTGACCCACCTTGGTTGGGAAGTCGAAGACGTGGTGGCTTACCGCACCGTCCGC 
GCAGCACCACCAAGCGCTGATATCCGAGATATGATCAAGACCGGCGGATTTGATGCAGTT 
GCCTTCACCTCTTCGTCGACCGTGAAGAACCTCGTTGGTATCGCGGGTAAACCACACCCA 
CGCACCATCGTCGCGTGCATCGGACCCATGACTGCAGCGACCGCTGAAGAACTGGGACTG 
CGCGTTGATGTCATGCCAGAGATCGCCGAAGTACCAGAACTGATCGACGCTCTTGCGGAA 
CACGTGGCGGATCTGCGCGCTAAGGGCGAGCTGCCGCCGCCGAGGAAGAAACGCAGGCGT 
CGAAAAGCGTCT 

>RXA0037 4 -downstream 
TAAAAGGTTTTTCACTAGGGTGT 

>RXA0037 6-upstream 

CCATATCTTTAACCTTGGTCATGGTGTGCTTCCTAATACGGTGGCGGAAGATATTACTGA 
AGCCGTCTCCATCATTCATTCTTAAACTAAGAGGAGTTTC 

>RXA0037 6 

ATGCGTTTTGCCATCATCGGTGCAGGCCTTGCGGGTCTGACTGCTGCATATGAGATCCAT 
AAAGCTGATCCCACTGCCCAAATCGATGTGTTGGAAGCAGGCGAACGCATTGGCGGCAAG 
CTTTTTACGGTGCCGTTTGCTTCCGGACCTACCGATATTGGAGCGGAGGCGTTTTTAGCT 
GCGCGTTCCGATGCGGTGGAGTTTTTTACTGAGCTTGGGTTGGCTGATTCTTTGGTCAGC 
CCGTCTGCTGCGAAGTCTCAGTATTTCGCGGGCGGTGCGCTG 

>RXA0037 7 -upstream 

AATGGCGCTCGGGCAGGGCGCGCAAGTACTAACCAGCAATTCCCAAGCCCAAAAACCCCT 
CCCATATAGTTCTTTTTACTGATGCATTGTCCTCAATTAG 
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>RXA0037 7 

GTGTGGCTTCTTTTCCTAAATTGGGATAAATGGGGCAAGATTGAGCGCATGTCTGCTCTT 
ACTATTCCAGCTGCGCGTCGCACGCTAAATAACGCGCCCATTATTGATGCCGCTAATGGC 
AAGACCCCGACTCGCACTCCGGTGTGGTTTATGCGCCAGGCGGGTAGGTCGTTGCCTGAG 
TACAAGAAGGTCCGTGAGGGAATCAGCATGTTGGATTCCTGTTTCATGCCGGAGTTGTTG 
GCGGAGATTACTTTGCAGCCGGTTCGTCGTCATGATGTGGATGCTGCGATTTTGTTCTCT 
GACATTGTGGTGCCGTTGCGTGCTGCGGGTGTTGGTGTGGAAATCGTGGCGGGTCGTGGA 
CCTGTGTTGGATGCGCCGGTGCGGAGCCGTGGGGATGTGTTGAATCTTCCTATTTTGGAG 
GGCAACGTTCCGGAGGTGGAGCAGGGTATTGGCATCATTTTGGATGAGTTGTCTGATTCT 
CAGGCGTTGATTGGTTTTGCTGGTGCGCCGTTTACGTTGGCGAGTTACTTGGTTGAGGGT 
GGTCCTTCCAAGAATCATGAGAAGACCAAAGCAATGATGCATGGTGATCCTGAGACGTGG 
CATGCGTTGATGGCTCGTTTGGTGCCGACGATTGTGAATTCTTTGAAGTCGCAGATCGAT 
GCGGGTATCGATGCGGTGCAGTTGTTTGATTCGTGGGCTGGGTTCCTCACTGAGCGTGAT 
TACACCGAGTTCGTGTTGCCGTATTCCACTGAGATTTTGGAGGAAGTGGGCAAGTACCAG 
CTGCCTCGTATTCACTTTGGTGTGGGTACTGGTGAGTTGCTTGGTGCGATGAGCAAGGCT 
GGCTCAGAGGTCATGGGTGTGGATTGGCGGGTGCCGTTGGATAAGGCTGCGGAGCGTATT 
GCTGCGGTATCAGGTCCTAAGGTGTTGCAGGGTAACCTCGATCCTGCGTTGTTGTTTGCG 
GGTCGCGCACCTTTGACTAAGGAAATTGAGCGCATCAAGGCAGAGGCTCAGACTGCTGTT 
GATGCAGGTCATGCAACGGGCCATATCTTTAACCTTGGTCATGGTGTGCTTCCTAATACG 
GTGGCGGAAGATATTACTGAAGCCGTCTCCATCATTCATTCT 

>RXA0 037 7 -downstream 
TAAACTAAGAGGAGTTTCATGCG 



>RXA0 038 2-upst ream 

AAAACACTATTGACCACCCCAATCGCTGTTGAGAGTTTGTAAAGTTCGACTGTCAACGAG 
C T GG AT T GGC T T C AC AG AT T G AAT T AAT AC AAT G AC GC AC 

>RXA00382 

ATGACATCGTCCAATACGGCTCGATCCGCAGAGTGGTTTGAAAAGGCTCAGAAGCTCACC 
CCTGGTGGTGTGAATTCTCCTGTTCGCGCTTTCGGTTCAGTTGGCGGACAAGCCCGTTTC 
ATCGAAAAAGCTCACGGTTCAACGCTGATCGATGTGGACGGAAATGAATACGTTGACCTG 
GTCTGTTCTTGGGGCCCCATGCTGATGGGTCACGCTCACCCAGCAGTGGTCGAGGCTGTG 
CAGAAGGCCGTCGTGGATGGTCTTTCTTTCGGCGCTCCCACCATCGGTGAGGTTGAGTTG 
GCCCAAGATATCGTCAAGCGCACTTCTGTGGAGGAAGTCCGCCTGGTCAACTCCGGCACT 
GAGGCCACCATGTCGGCGGTTCGTCTGGCGCGCGGTTACACTCAGCGTTCCAAGATTTTG 
AAGTTTGAGGGCTGCTACCACGGCCACGTCGATGCGCTGCTCGCATCTGCTGGTTCTGGT 
GTCGCAACTTTCGCTCTGCCTGATTCCCCAGGCATCACCGGCGCTCAGACTTCTGACACT 
ATTGTTGTTCCTTACAACGACATTGAAGCCGTGCGCAACGCTTTTGCGGAGTACCCAGGC 
GAGATCGCCTGCATCATCGCAGAGGCAGCCGGTGGCAACATGGGCACCGTCGCTCCAAAG 
GACAACTTTAACGACAAGCTTCTCGCGATCGCTCACGCTGACGGCGCGCTGCTGATCCTC 
GATGAAGTCATGACCGGCTTCCGCACCTCTTACCGTGGCTGGTTCGGCGTAGACAAGGTT 
GCCGCTGACCTGGTCACCTTCGGCAAGGTCGTCTCCGGCGGCCTACCTGCCGCAGCGTTT 
GGCGGCAAGGCTGAAATCATGAACATGCTGGCCCCACAGGGCCCCGTCTACCAAGCAGGC 
ACACTGTCCGGCAACCCGGTTGCGGTCGCAGCTGGTCGGGCATCGCTTAAGCTTGCCGAC 
GAATCCCTCTACACAACCATCAACGCCAACGCAGATCGTCTCCACGGTTTGATCTCTGAT 
GCCTTAACCCACGAAGGCGTAGCCCACCACATTCAGCGTGCCTCAAACATGCTGTCTATC 
CGTTTTGCAGAAGGTGAGGGCCACAACTTCTCTGATATGAAGGCAGCCGACATCTTCCGC 
TTCGCACCGTTCTTCCACACTTTGCTGGACAACGGCGTCTACGCACCACCAAGCGTTTTC 
GAAACCTGGTTTGTGTCTTCCGCTCTCACGGACGATGATTTCTCCAAGATCGAGCAGGCA 
CTCAAGCCCGCCGCACGTGCAGCAGCAGAAGCGAAGGCATCA 

>RXA003 8 2 -downstream 
TGACGCAAACCATTGTCCATCTA 

>RXA0038 3 

GCAGGCGCGCAAGACACCGCTTTTGATTGGACTCCTGGCCAAGACATTTCTGTTGGCGCC 
TTAGTGCGCCGTCAGTATGGCGATGAGATCGTCGATACTGTGGTGTCTTCGCTGCTTGGT 
GGCGTTTATTCCTCCACCGCTGATGATCTGGGTGTGCGCGCTTCCGTGCCGGCACTTGCT 
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GCAGCCCTTGATCAGCTGGCTGAGGCCGGCGAGCCGGTGACTCTGTCAGCTGCGGTCAAG 
GCCGTGGAAGCTCAGCGGGAAGCCGCAAAAACAACTTCAGAAACCCGCCCCGTTTTCCAG 
ACCTTCAAGGGCGGATACGCGGAGCTGTACGAAGCGTTGGCAGAGCAATGCGGTGCAGAT 
AT T C AC T T G GAT AG TTTCGTTTCCGC CAT C AC C AAAG AT G G T G AAG G T T T T GC C AT C AAG 
GGCGGTGGCGAAGGCACCTACGACAAGGTGATTTTGGCGGTTCCCGCTCCAACCGCCGCT 
GTGCTGCTCCGCGACTTGGCACCGGCCGCAGCGCCACATTTGCGCGCAATTAAGTTGGCT 
TCTTCAGCAGTCGTCGGCATGCGTTTCGATTCCAGCGAGGGCCTGCCCGACAACTCCGGC 
GTCCTGGTCGCTGTTAATGAGCCGGGCATCACGGCGAAGGCCTTCACGTTCTCCTCAAAG 
AAGTGGCCTCACCTGGAGGCTCGCGGGGGCGCGCTCGTGCGCGCGTCGTTCGGCAGGCTA 
GGCGATGAGGCGTCGGCACGCATGGACGAGGATTTGCTTGTCGACGCCGCCCTCGACGAT 
CTCCTCACCATAACCGGGTTCGACGGCCGGGCTGCCGGACTGGGTGAAATTTTCGTGCAG 
CGCTGGTTCGGTGGGCTCCCAGCCTATGGAGTTGATCACATTGCTACCGTTTCGGCTGCG 
CGTGCAGAGATCGCAGCCGTGCCTGGCGTGGAAGCAATTGGCGCGTGGGCTGGGGGAGTG 
GGAGTTCCCGCAGTTATCGCAGATGCCCAGGCAGCAGTACACAGGTTGCTGGGA 

>RXA0038 3-downstream 

T AAGC ACC C AAAAAC AC TAT T G A 

>RXA00 3 91-upstream 

ATCTTGTAGATCCCACCGCAATTCTGGGAGATCTCGAGGACGCAATCTCTGGAAGAAAAC 
TTTCCTCCCCATCCCTGTACAAGATAAAACCCGTGCACAG 

>RXA003 91 

TTGCTGCGCGATTCTCAACGAGTTGGCCTCGCCATCGATCCTTCGATCGCTTTGGTGATG 
GCCACTTCTGGTTCTACAGGTACCCCGAAGGGCGCTCAGCTCACTCCGTTGAATTTGGTG 
AGTTCCGCCGATGCTACGCATCAGTTTTTAGGTGGCGAAGGCCAGTGGTTGCTTGCCATG 
CCAGCACACCACATTGCAGGCATGCAGGTGCTTCTTCGAAGCCTCATTGCTGGAGTTGAG 
CCACTAGCTATTGATCTCAGCACAGGTTTTCACATTGACGCTTTCGCAGGCGCCGCGGCA 
GAACTGAAAAATACCGGCGACCGCGTCTATACATCCTTGACTCCAATGCAGTTACTTAAA 
GCAATGGACTCCTTGCAAGGCATTGAAGCCCTGAAACTTTTTGATGTCATTCTTGTTGGC 
GGTGCTGCATTGTCTAAGCAGGCCCGAATTTCTGCGGAGCAGCTAGACATCAACATTGTC 
ACCACCTACGGCTCCTCAGAGACTTCAGGTGGCTGCGTTTATGATGGCAAGCCCATTCCC 
GGCGCGAAAGTCCGTATTTCGGATGAGCGCATTGAGTTGGGTGGCCCGATGATTGCGCAG 
GGCTACAGAAATGCACCTGAACATCCGGATTTCGCCAACGAGGGTTGGTTTACCACCTCT 
GATTCAGGTGAACTCCACGACGGGATTCTCACCGTGACTGGTCGCGTGGATACCCGTCAT 

>RXA003 91-downstream 
TGATTCCGGTGGATTGAAGTTGC 

>RXA00393-upstream 

TCTATTCATTTCACAATAGCGTTTCACACTCCCCCATAGCCTGCCGAACGTATTTCAAGC 
AATTGCGCGATCGAGTATGTGATGGGGAAAGATAGAGGTT 

>RXA003 93 

ATGTCTCACACGGAACCCCAGCCGAATTCTGTAACTTTGTCCGATTGGATTCAAGGCGCA 
CGCCCGCGTACCTGGGCAAATGCGTTCGCGCCTGTCATTGCCGGTTCAGGTGTCGCCGCT 
TTTCATGATGGTTTTGTGTGGTGGAAGGCCTTGCTGGCGCTTGTCGTGGCGTGGGCTTTG 
ATCATCGGTGTGAATTACGCCAATGATTACTCTGATGGCATTCGTGGCACCGATGAAGAC 
CGCACCGGTCCTCTGCGACTCACTGGTTCTGGGTTGGCTGAGCCGAAGAAAGTGAAAGCT 
GCGGCGTTTATTTCTTTCGGTATCGCAGGTGTCGCCGGCACCGCGCTGAGCCTGTTGAGC 
GCGTGGTGGCTGATCCTCATCGGCATCCTGTGTGTGCTGGGCGCGTGGTTCTACACCGGC 
GGTAAAAATCCTTATGGTTACCGCGGGCTCGGCGAGATTGCTGTGTTCATCTTCTTCGGC 
CTCGTCGCGGTCATGGGAACGCAGTTCACCCAAACCGGTTCCGTCAGCTGGGCCGGTTTG 
GCCGCCGCAGTTGGCGTGGGGTCGATGTCTGCTGGCGTGAACTTGGCCAACAATATTCGC 
GATATTCCAACCGATAGCAAGACCGGAAAAATTACCCTCGCGGTCCGCCTGGGCGATGCG 
GGTGCTCGTAAGCTGTTCCTCGCGCTGATTTCCACGCCGTTCATCATGTCCATCTGCCTG 
GCGTTTGTCGCCTGGCCAGCGCTGATCGCGATCATCGTTTTCCCGCTGGCACTGAAAGCC 
GCAGGGCCGATCCGCAACAACGCCACCGGCAAGGATCTCATCCCGTCATCGGCTCAACAG 
GGCGCGCCATGGCGTTGTGGGCCGTGCTCACGGGCCTGGCAT 

>RXA0 03 93-downstream 
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TAGCGTTTAGCTAAAACGCTTTT 
>RXA004 02 

GTATTGCCCTACTTCGTCACTCCAGATGCTGCTTACCACGGATTGAAGTACGCAGACCTT 
GGTGCACCAGCCTTCGGCCTCAAGGTTCGCGTTGGCCTTCTACGCGACACCGGCTCCACC 
CTCTCCGCATTCAACGCATGGGCTGCAGTCCAGGGCATCGACACCCTTTCCCTGCGCCTG 
GAG C G C C AC AAC G AAAAC G C CAT C AAG G T T G C AG AA T T C C T C AAC AAC C AC G AG AAG G T G 
GAAAAGGTTAACTTCGCAGGCCTGAAGGATTCCCCTTGGTACGCAACCAAGGAAAAGCTT 
GGCCTGAAGTACACCGGCTCCGTTCTCACCTTCGAGATCAAGGGCGGCAAGGATGAGGCT 
TGGGCATTTATCGACGCCCTGAAGCTACACTCCAACCTTGCAAACATCGGCGATGTTCGC 
TCCCTCGTTGTTCACCCAGCAACCACCACCCATTCACAGTCCGACGAAGCTGGCCTGGCA 
CGCGCGGGCGTTACCCAGTCCACCGTCCGCCTGTCCGTTGGCATCGAGACCATTGATGAT 
ATCATCGCTGACCTCGAAGGCGGCTTTGCTGCAATC 

>RXA00 4 02 -downstream 

T AG C T T T AAAT AG AC T C AC C C C A 



>RXA004 03-upstream 

TTTTTCAGACTCGTGAGAATGCAAACTAGACTAGACAGAGCTGTCCATATACACTGGACG 
AAGTTTTAGTCTTGTCCACCCAGAACAGGCGGTTATTTTC 

>RXA004 03 

ATGCCCACCCTCGCGCCTTCAGGTCAACTTGAAATCCAAGCGATCGGTGATGTCTCCACC 
GAAGCCGGAGCAATCATTACAAACGCTGAAATCGCCTATCACCGCTGGGGTGAATACCGC 
GTAGATAAAGAAGGACGCAGCAATGTCGTTCTCATCGAACACGCCCTCACTGGAGATTCC 
AACGCAGCCGATTGGTGGGCTGACTTGCTCGGTCCCGGCAAAGCCATCAACACTGATATT 
TACTGCGTGATCTGTACCAACGTCATCGGTGGTTGCAACGGTTCCACCGGACCTGGCTCC 
ATGCATCCAGATGGAAATTTCTGGGGTAATCGCTTCCCCGCCACGTCCATTCGTGATCAG 
GTAAACGCCGAAAAACAATTCCTCGACGCACTCGGCATCACCACGGTCGCCGCAGTACTT 
GGTGGTTCCATGGGTGGTGCCCGCACCCTAGAGTGGGCCGCAATGTACCCAGAAACTGTT 
GGCGCAGCTGCTGTTCTTGCAGTTTCTGCACGCGCCAGCGCCTGGCAAATCGGCATTCAA 
TCCGCCCAAATTAAGGCGATTGAAAACGACCACCACTGGCACGAAGGCAACTACTACGAA 
TCCGGCTGCAACCCAGCCACCGGACTCGGCGCCGCCCGACGCATCGCCCACCTCACCTAC 
CG T GGC G AAC T AG AAAT CG AC G AAC GCTTCGGCACCAAAGCCCAAAAG AAC GAAAACCC A 
CTCGGTCCCTACCGCAAGCCCGACCAGCGCTTCGCCGTGGAATCCTACTTGGACTACCAA 
GCAGACAAGCTAGTACAGCGTTTCGACGCCGGCTCCTACGTCTTGCTCACCGACGCCCTC 
AACCGCCACGACATTGGTCGCGACCGCGGAGGCCTCAACAAGGCACTCGAATCCATCAAA 
GTTCCAGTCCTTGTCGCAGGCGTAGATACCGATATTTTGTACCCCTACCACCAGCAAGAA 
CACCTCTCCAGAAACCTGGGAAATCTACTGGCAATGGCAAAAATCGTATCCCCTGTCGGC 
CACGATGCTTTCCTCACCGAAAGCCGCCAAATGGATCGCATCGTGAGGAACTTCTTCAGC 
C T CAT C T C C C C AG AC G AAG AC AAC C C T T C G 

>RXA004 05-upstream 

AGAATAAATTTATACCACACAGTCTATTGCAATAGACCAAGCTGTTCAGTAGGGTGCATG 
GG AG AAG AAT T T C CT AAT AAAAAC T C T T AAGG ACC T C C AA 

>RXA004 05 

ATGCCAAAGTACGACAATTCCAATGCTGACCAGTGGGGCTTTGAAACCCGCTCCATTCAC 
GCAGGCCAGTCAGTAGACGCACAGACCAGCGCACGAAACCTTCCGATCTACCAATCCACC 
GCTTTCGTGTTCGACTCCGCTGAGCACGCCAAGCAGCGTTTCGCACTTGAGGATCTAGGC 
CCTGTTTACTCCCGCCTCACCAACCCAACCGTTGAGGCTTTGGAAAACCGCATCGCTTCC 
CTCGAAGGTGGCGTCCACGCTGTAGCGTTCTCCTCCGGACAGGCCGCAACCACCAACGCC 
ATTTTGAACCTGGCAGGAGCGGGCGACCACATCGTCACCTCCCCACGCCTCTACGGTGGC 
ACCGAGACTCTATTCCTTATCACTCTTAACCGCCTGGGTATCGATGTTTCCTTCGTGGAA 
AACCCCGACGACCCTGAGTCCTGGCAGGCAGCCGTTCAGCCAAACACCAAAGCATTCTTC 
GGCGAGACTTTCGCCAACCCACAGGCAGACGTC 

>RXA004 2 0 

TGGACTTTGAACAAGCTGACCCTTTCCGCAGTCGGTGTGGCTTACTACGCCATGGGTGCA 
CCAGCGAAAAACCAGGTG AAAAAC CTCACCCAGTTCTACCAACCACTGG AT TTGATCGGC 
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GAATGGAACCGTGGCTACGGCTCCAAGGGCTTCCTGCAGTACCAGTTCGTGGTCCCCACA 
GAAGCTGTTGAGCCTTTCAAGGACATCATCCGCGATATGCAAAAGTCCGGCCACTACTCC 
GCACTCAACGTGTTCAAACTGTTTGGCCCAGGCAACCGCGCACCACTGTCCTACCCAATG 
CCAGGCTGGAACGTCTGCGTTGACTTCCCTATCCGCCCAGGTCTGGGAGCTTTCTTGGAC 
GATCTGGACAAGCGCGTCATGGAATTCGGCGGCCGCCTCTACCTGGCCAAGGAATCCCGC 
ACCTCCGCAGAGAACTTCCACGCCATGTACCCAGGTATGGAAGGCTGGTTGAAGACTCGA 
AATGAGATCGACCCAACCGGAGTCTTTGCATCTGACATGTCCCGCCGACTTGAGCTTTCT 

>RXA004 20 -downstream 
TAAGAAAGGGCTTGAACTAAACA 

>RXA0042 6-upstream 

ATTCGTGAACTCATGGATCTTTAGGCAATAAATGTGAGATTGGACGATTTCACGCTTGTC 
TTCACCACCTGAAAATTTTCGGGGGTAACCTTTAAAGGCG 

>RXA004 2 6 

ATGAACAGTTCTCACGGCACGTCCAGCTCCGGCGCTTCGGCCGGTGCCCACGGAGCCCTT 
CCCCTAGAAGCTCAGAAACTGAACGGTTGGGGCCGCACAGCCCCCACCACCGCTGAGGTA 
CTTACCACCCCAGACCTAGACATCATTGTGGATGCAGTCCGCCAAGTCGCTGAACAAAAC 
GACTCCAAGCCGGACTACCTCAAGCGCGGCGTGATTGCCCGTGGCATGGGTCGTTCCTAT 
GGTGACCCAGCCCAAAACGCCGGTGGCCTTGTCATTGACATGCAGCCACTGAACAAAATC 
CACTCGATTGATCCTGATTCTGCGATCGTCGATGTAGATGGCGGCGTCACCCTCGATCAG 
CTCATGAAGGCTGCCCTGCCATATGGCCTCTGGGTTCCTGTCCTTCCCGGCACCCGCCAA 
G T C AC CAT CGGTGGCG C AA T C G G AC C AG AC AT C C AC G G T AAG AA C C AC C AC T C T G C AG G T 
TCCTTCGGCGACCACGTGGTCTCCATGGAACTCCTCGTTGCA 

>RXA004 35 * 

GTCGACGCCACCACCTACGCAGCCTACCGCCCCCTGCGCCTAGACGAGTGGGAAGCCGAT 
ATCGTCATGCTTGATCTCGGCGAGTTGGGCGGCCCGCAGATTTCGGCGTTGATTTTCCGT 
GATACCTCGATGTTCCCGCGCCTGGATCGCACCGTTCCACTCGAACTGCCCGCAAGCTCC 
CTGCCGCATGGGCTGCTCGGCGGCGTGCCCAACCTGGTGCGGCACCTGGGAAACCTGGAT 
GAAAACGCCCCGTCCGTCGTTGAGGCGATGGGGGAGATGGCGAAATTCCACAAGGGACTT 
TTTGAGCATCTTGTGGAATCGCTCGAAGGACTTCACGCGGTGCATATCGTGGGAATTTCC 
GGCGATGCCGCAGGTCAAGACGCCCCGTTCCTGGATCGAGTGCCCCGCTTGACCTTCACC 
ATGGAAGGCGTGCCCGCAGATATGGTGTACCGCCGATTGGTGGACAATCGTTTGATCACT 
ACCGTCAGCCCTGCTGACCCGCTGCTCGAAGCAATGGGTGTGACTGAAGCTGGCGGATCG 
ATCACTATCGGACTAAGCCCGTTTAGCACCTACTATGAAGTGGATCAGCTGACCAGGGTG 
CTGGCATCGCTTGCC 

>RXA004 35-downstream 
TAAACCGCAAGCACGAGCTTGCC 

>RXA004 37 

AAAAACGGCGTCTGCACAGAGGCGATGGGCGCGCTGGTCACCTTCGAAGGCATCGTCCGC 
GACCACGACGGCGGCGCCCGCGTGACCTCCCTGACCTACACCGCGCATCCCACCGCGCCG 
CAGGTCCTTTCTGCTGTCGCGGACTCCATCGTTGAAAAACACCCGCGCACCCGCCTCTGG 
ACCGCGCACCGCACCGGCGCCTTGAAAATCGGTGACGCCGCCTTCCTCGTCGTCGCCGCC 
TCCGCCCACCGCGCCGACGCCTTCGCCGCCTGCTCCGACCTCGCCGACGCCGTCAAAGCC 
CAGGTCCCGATCTGGAAAGAGCAAACGCGCCTCGACGGCTCCACCGATTGGGTCGGCCTG 

>RXA004 37-downstream 
TGAAAAACCTCGACATCGCCCGC 



>RXA004 38-upstream 

CCTTCGCCGCCTGCTCCGACCTCGCCGACGCCGTCAAAGCCCAGGTCCCGATCTGGAAAG 
AGCAAACGCGCCTCGACGGCTCCACCGATTGGGTCGGCCT 

>RXA004 38 

GTGAAAAACCTCGACATCGCCCGCTACCGCCGCCAAATTATGCTCGGCGAAATCGGCCAG 
CAAAAACAACAATCGCTTTTCGACGCTAAGGTCTCCGTCATCGGCGCAGGCGGCCTCGGG 
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TCACCCGCCCTGCTCTACCTTGCTGGCGCTGGCGTCGGCCACATCCACATCATTGACGAT 
GACCTCGTCGACCTCTCCAACCTCCACCGCCAGGTCATTCACACCACCGCTGGCGTTGGA 
ACACCCAAGGCCGAGTCCGCGCGCGAAGCAATGCTGGCACTGAACCCTTCCGTTAAAGTG 
ACGGTTTCTGTCAGGCGACTGGACTGGTCAAATGCACTTTCTGAGCTGGCAGATTCCGAT 
GTGATTTTGGATGGCTCCGATAACTTCGACACCCGACACCTCGCATCCTGGGCCGCCGCA 
AAACTTGGCATCCCC 



>RXA004 3 9 

ACTGATGGTGTTCGGATTGAGGCTTCGGTGAAAACGCGTGGGGTTACTGGTGTGGAAATG 
GAGGCGTTGACGGCCGTGAGCACTGCGGCGCTGACGGTATACGACATGATCAAGGCTGTG 
GATAAGATGGCCGTGATTGATGGCATTCGTGTGCTGTCGAAAACTGGCGGTAAATCTGGG 
GATTGGTCTGTTCAG 

>RXA004 39-downstream 
TGACAGCTCTGGTTATCGTTGCG 



>RXA0 04 4 0-upstream 

CGGTATACGACATGATCAAGGCTGTGGATAAGATGGCCGTGATTGATGGCATTCGTGTGC 
TGTCGAAAACTGGCGGTAAATCTGGGGATTGGTCTGTTCA 

>RXA004 4 0 

GTGACAGCTCTGGTTATCGTTGCGTCCACTCGCGCCGCTGCCGGGGTGTATGAGGATCGC 
TCTGGCCCAATTTTGGTGTCGTGGCTGCGTGCAAAAGGTTTTGACACACCCGCCCCCGTG 
ATCGTGGCGGACGCCAACCTGCCCGCATTCCTGGACGAGCTGGAATTTCCGCAGGTAGTA 
CTTATTTCAGGCGGCACCGGACTCACGCCTGATGACATCACCGTGGACACTTTAATCCCG 
CGCCT CG ACAAAGAAATCCCCGGCATCGCCCACGCTTTTTGGAATTACAGCATGGACGCC 
GTCCCGACCGCAGTATTGTCGCGCACCGTCGCGGGCACCATCGGCGGCAGTTTCATCATG 
GCGCTGCCCGGCTCCACGGGTGCGGCGCGCGATGCCACCGCTGTCCTCGACCCACTCATT 
GATCACATCACTGGAACTCTGCAAGGCCACCATGAACAC 

>RXA004 4 0-downstream 
TGACCCCGCTTACGTCGCCGAAC 



>RXA004 41 

ATCCCCGCCACCCCGCAAGGTCAGTTCATACGGTTGCAGGGTTCGGATATTACTGCCGGC 
GACGAGATCATTCCAGCAGGTACGGAGCTTAACTCGGTGCACATCGGGGTGTTGGCTAGT 
CAGTCGATCAAGAGCATTGAAGTCGCAGCAAAGCCACGTGTCCTCATCATCACCGGCGGG 
TCTGAAATTTCAGAACAGCACGGACCCGCCACGATCCCTGATGCCAACGGCCCTCTGCTT 
CGTTCCCTGTGCGCCCGCAACAATATCGAGGTCATCGCGGGACTGCACACCAACGACGAT 
CCTGAACGACTCCGCTTTGAACTGGAAAACGCCATTGACCAGTATCAACCGGATGTCATC 
ATCACCTCTGGCGGTATCAGCCACGGTAAATTTGAGGTGTTTAGGCAGATCCTCGAAGGC 
ACCCCGAACTCCTGGTTTGGACATGTCGATCAGCAGCCTGGCGGTCCTCAAGGCATCTCC 
ACTTTTGCTGAAACTCCTGTCATTTCACTTCCCGGAAATCCGATTTCCACCTTGGTGAGT 
TTCACACTTTTGGTCGCGCCAGCGCTCAACCGCCAGCCGCTCCGCCACCTCGATGCCCGC 
ATCACCGCTCCGGTCCAGGGCTTGCAAGACAATCGCGAGCAATTCCTTCGCGGCACCATC 
AGTTACCGCAACGGGCCACGTCCTCGCCACGCCTCTCCTGGGCACCAGTTCCCACCTGCT 
GGTTCAAGCTGCCACCGCAGACTGTCTGATCAGGATCCCGGCGCGGACTACGGTGGAGGA 
AAACGACATCGT 

>RXA004 4 1-downstream 
TAAGATTTACCCATTCAACTAAC 



>RXA004 4 2-upstream 

CTGCCACCGCAGACTGTCTGATCAGGATCCCGGCGCGGACTACGGTGGAGGAAAACGACA 
TCGTTAAGATTTACCCATTCAACTAACAGGAGTTAATTTA 

>RXA004 4 2 
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ATGAGCGAGCTCACCCACGTTCGAGCAGACGGTTCCGCACATATGGTGGATGTGACGGGC 
AAAAAT GAAACATCGAGAACTGCTGTTGCCGAAGGGTTTGTGAAGATGAGGGGGGACGTC 
GTAAAGCAGCTTTTTAGTGCTGGTCTGCCTAAAGGGGACGCGCTACCTGTGGCGCGGATT 
GCGGGTATCATGGGTGCGAAGAAGACGCCGGACATTATCCCTTTATGCCACCCGTTGCCG 
CTGGGCAAAATTACTGTG 



>RXA004 4 6 

ATGGAAAAGGTTCCAAACGATGTCGTTGTTGGGCTGGATGAGGCTTATTTTGAGTTCAAC 
CGCGCGGACGACACCCCAGTTGCCACTGAGGAAATCCACCGCCACGACAACGTGATTGGT 
TTGCGCACGTTCTCCAAGGCGTATGGCCTGGCGGGCTTGCGTGTTGGTTACGCCTTCGGA 
AACGCAGAGATCATCGCAGCGATGAATAAGGTGGCTATTCCTTTCGCGGTGAATTCAGCA 
GCTCAGGCGGCAGCGCTTGCGAGTTTGAATTCTGCCGATGAGTTGATGGAACGGGTGGAG 
GAAACCGTCGAAAAGCGTGATGCTGTGGTGTCAGCGCTTGGTGCTGCGCCGACGCAGGCC 
AATTTCGTCTGGCTGCCGGGCGAGGGCGCCGCTGAGTTGGCGGCTAAATTGGCCGAGCAC 
GGCATCGTGATTCGCGCGTTCCCCGAGGGTGCGCGCATTTCGGTGACCAACGCCGAGGAA 
ACTGACAAGCTGCTGCGCGCGTGGGAGGCCATCAATGCTGGG 

>RXA00 4 4 6-downstream 
TAGTCTTTGGCGTTTTGCGGTGC 

>RXA004 4 8 

TATGTGGGATCCCACCCCATGGCAGGCACCGCCAACTCCGGCTGGAGCGCATCCATGGAC 
GGACTGTTCAAACGAGCAGTATGGGTGGTCACCTTCGACCAGCTTTTCGACGGCACCGAC 
ATCAACTCCACCTGGATCAGCATCTGGAAAGACGTCGTCCAAATGGCACTCGCCGTGGGC 
GCTGAAGTTGTCCCATCCCGAGTTGGCCCACACGATGCAGCAGCAGCACGAGTGTCTCAT 
TTAACACACATCCTGGCTGAAACCCTCGCCATCGTCGGTGACAACGGTGGCGCACTGTCT 
CTCTCTTTAGCCGCTGGCAGCTACCGCGACTCCACCCGCGTTGCAGGCACCGACCCAGGA 
CTCGTCCGCGCCATGTGTGAAAGCAACGCCGGCCCACTGGTCAAAGCCCTCGACGAAGCA 
CTGGCGATCCTCCACGAAGCCCGCGAAGGCCTCACCGCAGAACAGCCAAACATCGAGCAA 
CTTGCCGACAACGGCTACCGATCCCGCATCCGCTACGAAGCCCGCTCCGGCCAGCGACGC 
GCCAAAGAATCCGTTAGCCCTACCATCACCTCATCCAGGCCAGTGCTCCGTCTCCACCCG 
GGCACACCAAACTGGGAGAAGCAGCTCATCCACGCTGAAACCCTCGGCGCACGGATCGAA 
GTGTTC 

>RXA004 4 8-downstream 
TAGTTTTATCGGCTGATGATTCT 

>RXA0 0 4 50-upstream 

TTTGCGATGACATGGATTTGGATCCTTCCGAACAATTGCTGCGCATCGCGGAAGAACTCG 
GTTTTGATAATGATCTGGCTCGGGTGGTGGGATTCGACTA 

>RXA004 50 

GTGGGCGTTTTACCTGTGCAGGCGCGCATCAAAGACGATGAGCGCCGCATGCGCCATGCT 
TTGGATATTGCTCGCCAAACCCCTGAGGGGGACGTTCCCGTTGGCGCCGTCATTTACGCG 
CCGACCGGGGAGATCCTGGCGACCGCAACGAACCGTCGAGAAGCAGACCGCGATCCCACG 
GCCCACGCCGAAATTATTGCTTTACGACGAGCCGCCCGCCGTTTTTCCGACGGCTGGCGG 
CTGAGTGACTGCACCGCGGTGGTCACCTTGGAGCCCTGCAGTATGTGCGCCGGCGCCTTG 
GTGGGTGCTCGAATCGGA 

>RXA00 4 52-upstream 

CCATTTACCTTCAACTAAGGTAGCCGTAACTGCAAAGCTCAGGCCATCCTCTTCAGTGTT 
C AT AG AG AT AACC GT AG T AGGT AT G T GC C AC AC T T G T C AG 

>RXA004 52 

GTGACTACCAAAGACATTTCCCGCCCAGTATGCATCCTGGGCCTCGGCCTCATCGGCGGA 
TCCCTCCTCCGCGACCTCCATGCAGCCAACCACTCCGTCTTCGGCTACAACCGCTCACGC 
TCCGGCGCTAAATCAGCCGTCGACGAAGGCTTCGACGTTTCCGCCGATCTTGAAGCAACC 
CTCCAGCGTGCAGCCGCCGAAGATGCGCTCATCGTCCTCGCGGTCCCCATGACCGCAATC 
GATTCG 
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>RXA004 61-upstream 

TGTTGGGAGGGATGACAGGATTGTCGAAGATAACGTGAAGTGGGTGTTCCGGCATGTGTT 
TGATTGTAAGGCCTTGGAAAAGGGTGGAATAATAGCGGGC 

>RXA004 61 

GTGACTGCAATCAAACTTGATGGAAACTTATACCGCGGGGAAATTTTCGCCGACTTGGAA 
CAGCGCGTTGCTGCGTTGAAGGAGAAAGGGATTGTGCCGGGGCTTGCCACCGTGCTGGTG 
GGTGATGACCCAGCGAGCCACTCTTACGTGAAGATGAAGCATCGTGACTGTGAGCAGATT 
GGTGTGAACTCGATCCGTAAGGATCTGCCTGCTGATGTCACGCAGGAAGAGCTTTTCGCT 
GTCATCGATGAACTGAACAACGATGATTCTTGCACTGGTTACATTGTGCAGCTTCCTTTG 
CCTAAGCACTTGGACGAAAACGCTGTGCTGGAGCGCATTGATCCAGCTAAGGATGCTGAT 
GGCCTGCACCCTGTAAACCTGGGCAAGCTTGTGCTCAACGAGCCAGCTCCACTGCCATGC 
ACCCCGAATGGTTCCATCAGCTTGTTGCGTCGTTTCGGCGTTGAGCTTGATGGCGCGAAG 
GTTGTTGTCATTGGCCGTGGCGTCACCGTTGGTCGCCCAATTGGCCTGATGCTGACCCGC 
CGTTCCGAGAACTCCACGGTTACTTTGTGCCACACTGGCACGAAGGATCTGGCTGCGGAG 
ACCCGTGCGGCTGACGTCATCATTGCTGCAGCTGGTCAGCCGCACATGCTGACCGCAGAC 
ATGGTCAAGCCAGGCGCAGCGGTGCTCGATGTCGGCGTCTCCCGCAAGGACGGCAAGTTG 
CTTGGCGACGTCCACCCCGACGTGTGGGAAGTCGCCGGCGCGGTCTCACCAAACCCAGGC 
GGCGTTGGCCCTCTGACCCGTGCATTCTTGGTGCACAATGTTGTCGAGCGCGCTGAAAAG 
CTGGCTGGACTC 

>RXA004 61-downstream 

T AAAAAC AC AT G AC TAAT C CCGG 

>RXA004 65-upstream 

TCCCCAACGCGCACCGAACTTAGCCGGATCGCAGACTTCACCTGGATGTCCACCGCAGCC 
CAAGCGCTACCAGCGTTGATGCGAGGTTTGAGCGCCTAAC 

>RXA00 4 65 

ATGACTGAAGATGACTTAGATCTGCTGCACCGCACAGTAGAACTAGCCACCCAGGCACTC 
AAGCAGGGAAACAGTCCTTATGGATCCCTGCTGGTTGATCCCTTCGGCGCGGTCGTTTTT 
GAAGACCACAACCGAGATGCCGATGGGGATCTGACCAAGCACCCGGAATTCGCCATCGCC 
AAATATGCGATCGAAAATTACAGTGCATCAGAACGTGCTGCGTGCACTGTTTATACCTCG 
ACGGAACATTGCGCGATGTGCGCCGGTGCCCATGCGTGGGCTGGACTGGGCAAAATTTAC 
TGCGCCACCACAGGTGGGCAAACAGCCGCTTGGTACGCAAAGTGGGGTGCAGAATCTGGG 
CCTTTGAACCCGATTTCAGCGGACAAAATTAGCCCGAACATATCCATCGAAGGACCTGCT 
TCCAGATTTGAGGAAGTCCTGTATGAACTGCATCGATGGTTTTATTTAGGGCAGTCTCCG 
AATAAGGCTCTT 

>RXA004 65-downstream 
TAGCGCTGGGCATGTGACTTTAA 

>RXA004 8 7-upstream 

AGGGCGCCAGGGGCATCCAGCCATTAAAGCTTTTCGACGAGCCCTCGCCCATGTGGCCAA 
AGAATCTTATTTGGAGGCTCGTCTAGTAGAGTGAGTTCTT 

>RXA004 87 

GTGAGCCTTCAGACAAATCATCGCCCAGTACTCGTCGTTGACTTCGGCGCACAGTACGCG 
CAGCTGATCGCACGTCGTGTGCGTGAGGCCGGCATCTACTCCGAAGTCATCCCGCACACC 
GCCACCGCAGACGATGTGCGCGCTAAAAATGCAGCAGCCCTCGTCCTTTCCGGTGGCCCA 
TCCTCCGTGTATGCCGAGGGAGCACCATCCCTTGACGCTGAGATTCTTGATCTCGGATTG 
CCAGTATTTGGCATTTGCTACGGCTTCCAAGCCATGACCCACGCGCTTGGTGGCACCGTT 
GCCAACACCGGTAAGCGCGAATACGGACGCACCGACATCAACGTTGCCGGTGGCGTCCTC 
CACG7^AGGCCTCGAAGCCTGCCAC7\AGGTGTGGATGAGCCACGGCGACGCCGTCTCTGAA 
GCCCCAG7VAGGTTTCGTAGTCACCGCGTCCTCCGAAGGTGCGCCTGTCGCAGCTTTCGAA 
AACAAGGAACGCAAAATGGCTGGCGTGCAGTACCACCCAGAGGTATTGCACTCACCACAC 
GGCCAGGCAGTTCTGACCCGCTTCCTCACTGAGATCGCAGGTCTAGAGCAGAACTGGACC 
GCAGCAAACATCGCTGAAGAACTCATCGAAAAGGTCCGCGAGCAGATCGGCGAAGATGGC 
CGCGCTATTTGTGGCCTATCCGGTGGTGTGGACTCCGCTGTTGCCGGTGCTTTGGTGCAG 
CGCGCCATTGGTGACCGTTTGACCTGTGTCTTTGTTGACCACGGTCTGCTGCGTGCCGGT 
GAGCGCGAGCAGGTGGAAAAAGACTTCGTCGCAGCAACCGGCGCCAAGCTGGTTACCGTT 
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GATGAGCGCCAGGCATTCCTATCCAAGCTGGCCGGAGTTACCGAACCAGAAGCAAAGCGC 
AAGGCTATCGGCGCTGAGTTCATCCGCTCCTTCGAGCGCGCAGTTGCCGGTGTGCTGGAA 
GAAGCTCCAGAAGGTTCCACCGTGGACTTCCTGGTTCAGGGCACCCTGTACCCAGACGTC 
GTGGAATCCGGTGGTGGATCTGGTACCGCAAACATCAAGAGCCACCACAACGTCGGTGGA 
CTGCCAGACGATGTGGAATTCAAGCTTGTTGAGCCACTGCGTGACCTCTTCAAAGACGAA 
GTCCGTGCCGTTGGCCGTGAACTTGGCCTGCCTGAGGAAATCGTTGGCCGCCAGCCATTC 
CCAGGACCAGGACTTGGTATCCGCATCATCGGTGAAGTCACCGAAGATCGCCTAGAAACC 
CTCCGCCACGCTGACCTGATCGCCCGCACCGAGCTCACCGAAGCCGGACTTGACGGCGTG 
ATCTGGCAGTGCCCAGTAGTCCTCCTGGCAGATGTCCGCTCTGTTGGTGTTCAAGGCGAT 
GGCCGC 



>RXA004 8 8 

CAGATCACTGCGATCATGGAGGCAGCTGTTCCAGCTCACAAGGCTGGCGTTCCTATCATC 
GCCGATGGCGGCATGCAGTTCTCTGGTGATATCGCTAAGGCTTTGGCTGCTGGCGCTAAC 
TCCGTGATGCTGGGCTCCATGCTGGCTGGTACCGCTGAGGCTCCTGGTGAGACCATCACC 
ATCAACGGCAAGCAGTACAAGCGTTACCGCGGCATGGGCTCCATGGGCGCTATGCAGGGC 
CGTGGACTTAGTGGTGAGAAGCGTTCCTACTCCAAGGACCGTTACTTCCAGTCTGACGTT 
AAGAGCGAAGACAAGCTCGTTCCAGAAGGCATCGAAGGTCGCGTGCCTTTCCGCGGTCCC 
ATCGGAGACATCATTCACCAGCAGGTCGGTGGACTTCGTGCAGCAATGGGCTACACCGGT 
TCCTCCACCATTGAAGAGCTGCACAACGCTCGTTTCGTGCAGATCACCAGCGCGGGTCTG 
AAGGAATCCCACCCGCACCACATCCAGCAGACTGTGGAAGCTCCTAACTACCAC 

>RXA004 8 8 -downstream 
TAG AT T T T GC T C AC T T AAAC AG C 



>RXA004 8 9-upstream 

CAGCCCGATTTCTTCATTGAAATCGGGCTGTTTCTGGTTGTGTCGCGTATCTCGGGTAAA 
GTCTTCGTCGTATACGACCATTTAAGGGAGGCCCGTCACA 

>RXA004 8 9 

ATGCGTGACCACGTTGAAATCGGTATCGGCCGTGAGGCACGACGCACCTACAGCTTGGAC 
GATATTTCTGTCGTTTCTAGCCGCCGCACCCGTTCATCCAAAGATGTCGACACCACTTGG 
CATATTGACGCCTACAAGTTTGATCTGCCGTTCATGAATCACCCAAGTGATGCATTGGCA 
AGCCCTGAGTTTGTCATTGAAATGGGCAAGCAGGGTGGCCTTGGCGTGATCAACGCTGAG 
GGTCTGTGGGGTCGCCATGCTGATCTCGATGAGGCGATCGCAAAGGTGATTGCTGCGTAT 
GAGGAAGGCGACCAGGCTGCAGCCACTCGCACTCTTCAGGAGCTGCACGCAGCGCCACTG 
GATACTGAGCTGCTGAGTGAGCGCATTGCGCAGGTTCGTGATTCCGGTGAGATCGTTGCT 
GTGCGCGTGTCTCCACAAAATGTTCGTGAGATCGCACCAATCGTCATCAAGGCAGGTGCT 
GATCTGCTGGTTATCCAGGGCACCCTGATCTCTGCAGAGCACGTCAACACCGGTGGAGAG 
GCCCTGAACCTAAAGGAATTCATCGGTTCTTTGGATGTTCCTGTCATCGCTGGTGGCGTG 
AACGATTACACCACCGCGTTGCACATGATGCGTACCGGTGCTGTGGGCATCATCGTCGGT 
GGCGGCGAGAACACCAACAGCCTAGCATTGGGCATGGAGGTATCCATGGCCACTGCGATT 
GCTGATGTCGCTGCGGCACGTCGTGATTACCTGGATGAGACCGGTGGACGTTACGTGCAC 
ATCATTGCAGATGGAAGCATTGAAAACTCCGGTGATGTAGTCAAGGCTATTGCCTGTGGC 
GCAGATGCTGTGGTGCTGGGTTCACCGTTGGCTCGCGCTGAAGAAGCTGCTGGAAAGGGC 
TACTTCTGGCCAGCAGTGGCAGCGCACCCTCGTTTCCCACGCGGTGTGGTTACTGAGTCC 
GTGGACTTGGATGAGGCAGCACCAAGCTTGGAGCAGATTCTGCATGGTCCGTCTACGATG 
CCGTGGGGTGTGGAAAACTTCGAAGGTGGATTAAAGCGTGCGCTGGCTAAGTGTGGCTAC 
ACCGATTTGAAGAGCTTCCAAAAGGTAAGCCTGCACGTTAAC 

>RXA00 4 8 9-downstream 
TAGGTGTGTGTACTCGCCTCTTC 



>RXA004 92-upstream 

GTTGTGGAATAGCGTGTGAGCTGCAGCGGTTATCCGATTTAAGGACAAGCTACTAAAGTT 
TAGATAATTGTGGACACACTATGAGGAGGAACTGTCGCAC 
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>RXA0 04 92 

AT G AC AA C C C AG AG C C GAG T T T C T AC C GG AG G AG AC AAC C C AAAC AAG GTTGCCCTTGTT 
GGATTAACCTTTGATGACGTACTTTTGCTTCCAGATGCGTCGGACGTTGTTCCTTCAGAG 
GTAGATACCTCGACGCAGTTAACACGTAATATTCGCCTTAACACCCCTATTCTTTCTGCC 
GCAATGGATACTGTCACCGAGGCTCGCATGGCTATCGGCATGGCACGCCATGGCGGCATT 
GGTGTTTTGCACCGCAACCTGTCTATTCAAGAGCAGGCAGAAAACGTTGAGCTGGTGAAG 
CGTTCTGAGTCTGGAATGGTCACTGATCCTGTTACCTGTACTCCTGACATGAGCATCCAA 
GAAGTGGATGATCTGTGTGCACGCTTCCGCATTTCCGGTCTGCCTGTTGTTGATGAGGCC 
GGAAAGTTGGTTGGTATTTGCACCAACCGCGATATGCGTTTTGAAAGCGACATG 

>RXA0 0533-upstream 

CTGCACGTGCATTGCATGAGCAGTTCCAGCTGGGCGGCGAAGACGAAGCCGTCGTTTATG 
CAGGCACCGGACGC TAAAGTT T T AAAGGAGT AGT T T T AC A 

>RXA005 33 

ATGACCACCATCGCAGTTGTTGGTGCAACCGGCCAGGTCGGCCAGGTTATGCGCACCCTT 
TTGGAAGAGCGCAATTTCCCAGCTGACACTGTTCGTTTCTTTGCTTCCCCACGTTCCGCA 
GGCCGTAAGATTGAATTCCGTGGCACGGAAATCGAGGTAGAAGACATTACTCAGGCAACC 
GAGGAGTCCCTCAAGGACATCGACGTTGCGTTGTTCTCCGCTGGAGGCACCGCTTCCAAG 
CAGTACGCTCCACTGTTCGCTGCTGCAGGCGCGACTGTTGTGGATAACTCTTCTGCTTGG 
CGCAAGGACGACGAGGTTCCACTAATCGTCTCTGAGGTGAACCCTTGCGACAAGGATTCC 
CTGGTCAAGGGCATTATTGCGAACCCTAACTGCACCACCATGGCTGCGATGCCAGTGCTG 
AAGCCACTTCACGATGCCGCTGGTCTTGTAAAGCTTCACGTTTCCTCTTACCAGGCTGTT 
TCCGGTTCTGGTCTTGCAGGTGTGGAAACCTTGGCAAAGCAGGTTGCTGCAGTTGGAGAC 
CACAACGTTGAGTTCGTCCATGATGGACAGGCTGCTGACGCAGGCGATGTCGGACCTTAT 
GTTTCACCAATCGCTTACAACGTGCTGCCATTCGCCGGAAACCTCGTCGATGACGGCACC 
■TTCGAAACCGATGAAGAGCAGAAGCTGCGCAACGAATCCCGCAAGATTCTCGGTCTCCCA 
GACCTCAAGGTCTCAGGCACCTGCGTCCGCGTGCCGGTTTTCACCGGCCACACGCTGACC 
ATTCACGCCGAATTCGACAAGGCAATCACCGTGGACCAGGCGCAGGAGATCTTGGGTGCC 
GCTTCAGGCGTCAAGCTTGTCGACGTCCCAACCCCACTTGCAGCTGCCGGCATTGACGAA 
TCCCTCGTTGGACGCATCCGTCAGGACTCCACTGTCGACGATAACCGCGGTCTGGTTCTC 
GTCGTATCTGGCGACAACCTCCGCAAGGGTGCTGCGCTAAACACCATCCAGATCGCTGAG 
CTGCTGGTTAAG 

>RXA005 33-downstream 
TAAAAACCCGCCATTAAAAACTC 

>RXA005 3 4 -upstream 

C T G T G C AG AAAG AAAAC AC TCCTCTGGCTAGG TAG AC AC AG T T TAT AAAG G TAG AG T T G A 
GCGGGTAACTGTCAGCACGTAGATCGAAAGGTGCACAAAG 

>RXA005 34 

GTGGCCCTGGTCGTACAGAAATATGGCGGTTCCTCGCTTGAGAGTGCGGAACGCATTAGA 
AACGTCGCTGAACGGATCGTTGCCACCAAGAAGGCTGGAAATGATGTCGTGGTTGTCTGC 
TCCGCAATGGGAGACACCACGGAT GAACTTCTAGAACTTGCAGCGGCAGTGAATCCCGTT 
CCGCCAGCTCGTGAAATGGATATGCTCCTGACTGCTGGTGAGCGTATTTCTAACGCTCTC 
GTCGCCATGGCTATTGAGTCCCTTGGCGCAGAAGCCCAATCTTTCACGGGCTCTCAGGCT 
GGTGTGCTCACCACCGAGCGCCACGGAAACGCACGCATTGTTGATGTCACTCCAGGTCGT 
GTGCGTGAAGCACTCGATGAGGGCAAGATCTGCATTGTTGCTGGTTTCCAGGGTGTTAAT 
AAAGAAACCCGCGATGTCACCACGTTGGGTCGTGGTGGTTCTGACACCACTGCAGTTGCG 
TTGGCAGCTGCTTTGAACGCTGATGTGTGTGAGATTTACTCGGACGTTGACGGTGTGTAT 
ACCGCTGACCCGCGCATCGTTCCTAATGCACAGAAGCTGGAAAAGCTCAGCTTCGAAGAA 
ATGCTGGAACTTGCTGCTGTTGGCTCCAAGATTTTGGTGCTGCGCAGTGTTGAATACGCT 
CGTGCATTCAATGTGCCACTTCGCGTACGCTCGTCTTATAGTAATGATCCCGGCACTTTG 
ATTGCCGGCTCTATGGAGGATATTCCTGTGGAAGAAGCAGTCCTTACCGGTGTCGCAACC 
GACAAGTCCGAAGCCAAAGTAACCGTTCTGGGTATTTCCGATAAGCCAGGCGAGGCTGCG 
AAGGTTTTCCGTGCGTTGGCTGATGCAGAAATCAACATTGACATGGTTCTGCAGAACGTC 
TCTTCTGTAGAAGACGGCACCACCGACATCACCTTCACCTGCCCTCGTTCCGACGGCCGC 
CGCGCGATGGAGATCTTGAAGAAGCTTCAGGTTCAGGGCAACTGGACCAATGTGCTTTAC 
GACGACCAGGTCGGCAAAGTCTCCCTCGTGGGTGCTGGCATGAAGTCTCACCCAGGTGTT 
ACCGCAGAGTTCATGGAAGCTCTGCGCGATGTCAACGTGAACATCGAATTGATTTCCACC 
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TCTGAGATTCGTATTTCCGTGCTGATCCGTGAAGATGATCTGGATGCTGCTGCACGTGCA 
TTGCATGAGCAGTTCCAGCTGGGCGGCGAAGACGAAGCCGTCGTTTATGCAGGCACCGGA 
CGC 

>RXA0053 4 -downstream 

T AAAG T T T TAAAG GAG TAG T T T T 

>RXA005 3 6-upstream 

CGGCGGGTCCCAGAGGTCTTAACACGACCGGCATCCCGTCGCGGAGTTTGGTGTTGCCGG 
T C G T G G AC C C AC C C AAAAC T T T T T AAG AAG G T T G AAC AC A 

>RXA0053 6 

ATGTCTCCTAACGATGCATTCATCTCCGCACCTGCCAAGATCGAAACCCCAGTTGGGCCT 
CGCAACGAAGGCCAGCCAGCATGGAATAAGCAGCGTGGCTCCTCAATGCCAGTTAACCGC 
TACATGCCTTTCGAGGTTGAGGTAGAAGATATTTCTCTGCCGGACCGCACTTGGCCAGAT 
AAAAAAATCACCGTTGCACCTCAGTGGTGTGCTGTTGACCTGCGTGACGGCAACCAGGCT 
CTGATTGATCCGATGTCTCCTGAGCGTAAGCGCCGCATGTTTGAGCTGCTGGTTCAGATG 
GGCTTCAAAGAAATCGAGGTCGGTTTCCCTTCAGCTTCCCAGACTGATTTTGATTTCGTT 
CGTGAGATCATCGAAAAGGGCATGATCCCTGACGATGTCACCATTCAGGTTCTGGTTCAG 
GCTCGTGAGCACCTGATTCGCCGTACTTTTGAAGCTTGCGAAGGCGCAAAAAACGTTATC 
GTGCACTTCTAC7\ACTCCACCTCCATCCTGCAGCGCAACGTGGTGTTCCGCATGGACAAG 
GTGCAGGTGAAGAAGCTGGCTACCGATGCCGCTGAACTAATCAAGACCATCGCTCAGGAT 
TACCCAGACACCAACTGGCGCTGGCAGTACTCCCCTGAGTCCTTCACCGGCACTGAGGTT 
GAGTACGCCAAGGAAGTTGTGGACGCAGTTGTTGAGGTCATGGATCCAACTCCTGAGAAC 
CCAATGATCATCAACCTGCCTTCCACCGTTGAGATGATCACCCCTAACGTTTACGCAGAC 
TCCATTGAATGGATGCACCGCAATCTAAACCGTCGTGATTCCATTATCCTGTCCCTGCAC 
CCGCACAATGACCGTGGCACCGGCGTTGGCGCAGCTGAGCTGGGCTACATGGCTGGCGCT 
GACCGCATCGAAGGCTGCCTGTTCGGCAACGGCGAGCGCACCGGCAACGTCTGCCTGGTC 
ACCCTGGCACTGAACATGCTGACCCAGGGCGTTGACCCTCAGCTGGACTTCACCGATATA 
CGCCAGATCCGCAGCACCGTTGAATACTGCAACCAGCTGCGCGTTCCTGAGCGCCACCCA 
TACGGCGGTGACCTGGTCTTCACCGCTTTCTCCGGTTCCCACCAGGACGCTGTGAACAAG 
GGTCTGGACGCCATGGCTGCCAAGGTTCAGCCAGGTGCTAGCTCCACTGAAGTTTCTTGG 
GAGCAGCTGCGCGACACCGAATGGGAGGTTCCT 



>RXA005 37-upstream 
CAACAGCACTTGCATCCCGCGC 

>RXA00537 

GTGTATCACCGAGCAGTACTGAACGCTACGTCCGCGGCAACACCGTTCAAGCAAAAGAAC 
GCCAATGCTGGCGTCTTGCGTATCGACGAAGAGACCANCCGTGGCGTTGCGATCTCCGCC 
GACGCATCCGGCCGTTACACCAAGCTCGAGCCAAACACTGGCGCGCAGCTTGCACTGGCT 
GAGGCTTACCGCAACGTGGTCTCCACCGGTGCACGCCCAGTGGCTGTCACCAACTGCCTG 
AACTTCGGTTCCCCAGAAAACGCTGGTGTTATGTGGCAGTTCAAGGAAGCAGTCCACGGT 
CTGGCAGACGGATCCAAGCTTTTGGGCATTCCAGTGTCCGGCGGTAACGTCTCCTTCTAC 
AACCAGACTGGTGACGAGCCCATCCTGCCAACCCCAGTCGTGGGTGTTTTGGGAGTCTTG 
GACAACGTCGAGCAGAGCATCGGCAACGTCCTCCCATCCGAGGACAACGATCTCTACCTC 
CTGGGTGAGACCTTCGATGAGTTCGGTGGCTCCATCTGGCAGCAGGTTTCTGGCGCTGGC 
CTCAACGGTCTGCCACCAGTAGTTGACCTGCTCAACGAGCAGCGTCTTGCAGACCTGTTC 
GTCGGTTCTGATCTGTTTGCTGCATCCCACGATCTGTCTGAGGGCGGCCTTGGCCAGACC 
CTCGCAGAGCTTGCG 

>RXA00541-upstream 

ATGATTCCGTCACCGAAGCTGACCTAAAGAAAATTGCTGAAACCCTCCTCGCAAACACCG 
TCATCGAAGACTTCGATGTGGTGGGAGTTGAGGTCGCGAA 

>RXA00541 

GTGAGCGCCAAAATCGGTGTCATTACCTTCCCAGGCACCCTTGACGATGTAGATGCAGCA 
CGCGCTGCTCGCATCGCAGGTGCAGAAGTAATCAGCCTGTGGCACGCTGACGAGGATCTC 
AAGGGCGTCGACGCAGTTGTCGTTCCCGGTGGATTCTCCTACGGCGATTACCTGCGCACC 
GGTGCAATCTCTGCACTGGCGCCAGTAATGCAGTCCGTGATTGAGCAGGCCGGTAAGGGT 
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ATGCCAGTCTTGGGCATTTGCAACGGCTTCCAGATCCTCACCGAAGCACGCCTGCTTCCA 
GGCGCGCTGACCCGCAACAAGGGTCTGCACTTTCACTGTGTAGACGCACACCTCGTTGTA 
GAGAACAACACCACTGCATGGACCAACACTTTGGAAAAGGGTCAGCAGATCCTTATTCCT 
GCAAAGCACGGTGAAGGTCGCTTCCAGGCAGACGCAGAGACCATCGCCCAGCTTGAGGGT 
GAAGGCCGCGTGGTGTTCCGTTACACCGATAACTTCAACGGTTCCGTCAACGATATCGCC 
GGTATCACTAATGAAACTGGTCGCATCGTCGGTCTCATGCCGCACCCGGAACATGCCGTC 
GAAAAGCTAACCGGCCCATCTATTGATGGCCTGGAGCTGTTCCTGTCCGCCGTTGGCACC 
ATCGCGGCT 

>RXA00541-downstream 
TAAGAGGAG T AAAT A T G AG C AC T 

>RXA0 05 57 -upstream 
TGGGTTGAGCATTT 

>RXA00557 

TTGCTCTCCCCGTATGCGTGGGGGTTGTCCCGCGCACTTTTAGACAGTTATGTTCCTAAT 
AAGTTCCAAACCCCAGCAGGAGAAGCGAAGTACACGATGAGTGATCACCAGGACACCACC 
GCCGAAGGCGTTTCATACGCAGCAGCAGGAGTCGACATCGAAGCCGGCGATCGTGCCGTC 
GAACTCTTTGCACCAATGGCCAAGCGCGCCACCCGCCCAGAGGTTCTTGGCAACCTCGGA 
GGCTTCGCAGGACTCTTTGAGCTCGGAAAATACAAGAAGCCAATCCTCGCAGCAGGATCT 
GACGGAGTCGGCACCAAGCTTGTCATCGCCCAGATGATGGACAAGCACGACACCATCGGC 
ATCGACCTTGTTGCAATGTGTGTGGATGACCTCGTTGTCACCGGCGCAGAGCCACTGTTC 
CTCCAGGACTACATCGCCATCGGCAAGGTTGTCCCAGAGCACGTTGCTGAGATCGTCTCC 
GGTATCGCAGAAGGCTGTGTCCAGGCAGGCTGTGCTCTGCTCGGTGGCGAAACCGCAGAA 
CACCCAGGTGTTATGGAACCAGACCACTACGATGTCTCCGCAACTGCAGTCGGCGTTGTC 
GAAGCAGATGAACTGCTAGGACCAGACCGCGTCCGCGCAGGCGACGTCCTCATCGGCATG 
GCTTCCTCCGGTCTGCACTCCAACGGTTACTCCCTGGCTCGCCACGTCCTCCTGGAAAAG 
GCAGGCCTGGCGCTTGACGGACACATCGAAGAACTCGGACGCACCCCCGGTGAAGAACTT 
CTCGAGCCAACCCGCATGTACGCC 

>RXAO0 558 -upstream 

GGGCGCCAGGTGAGGAAGTATCGCAGCTCACCTACTTTGGCCTCTTCGCAGTTCAGCACC 
>RXA00558 

GTGGTCAAGAAGCCCGCGGGCATCGCAGTAGGCGATGGCGAACAGATCCTGGTTTTCAAA 
GATTTGGGCCTAGTCTCCCAAGTTTTCGACCAACCAATTCTGGAATCCCTCCGCGGAAAC 
ATCGCCATCGGACACACCCGATACACCACCGCCGGCGGAAACACCTGGGAAAATGCCCAG 
CCTATGTTCCGCATGGCACCAGATGGCACCGATATCGCCCTTGGACACAACGGCAACCTG 
ATTAATTACATCGAGTTGTTGGACAAAGCCACCGAACTTGGCCTCGTCGATCCCGCCAAG 
AAGCCATCAGATACCGATGTGCTCACTGGACTGCTCGCAAGCGGCGTCCATGACGGAAAT 
AATCTCTTTGATTCCGCCAAGGAACTCCTCCCCAGCGTCAAGGGAGCCTACTGCCTCACC 
T T C AC C G AC G G AC AC AC C C T G 

>RXA00 55 8 -downstream 
TAAGCAGCGCGTGATCCATTCGG 

>RXA005 61 

CTCTTCCCAGATCCACCCATCCCTGTTCACCTCACTTGTTTGCTGAGTCCCGCTTCCCGC 
ATCGTGGTTGCAACCAACCGCGGCGAAGAGTTGGAAAAGCGCGCAGCAGAGCTGGGTGTT 
CCAGTGTTCAAGCTGGGCTGCACCAACGATTCAGCCGTCATCGCTGTCAAGGGCGCAGAC 
GTTGAGTTCACTGTTTCCGTGGAGGAACTCCGCGAAGCATGGACCAACACTTTGCCTGAG 
GCCTTCGGTCACGCAGTTGGAGCTAACGCAGTAGTTGCA 

>RXA005 61-downstream 
TAATTTTCTGCTGTGAAGCCGGG 



>RXA0 057 9-upst ream 

TCGTCTAAGTTTTTCTTTGAGTTTTCATATGTAGAAGGCATCGTCGGCTTCGGCCTGGCG 
GTGCTTTTCTCGTTGTTTTGTGGTTTTGTCAGAGGATGTC 
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>RXA0057 9 

ATGCGCGTTTTAATTATTGATAATTATGATTCTTTCACGTTTAATCTCGCCACCTATGTG 
G AAG AG G T T AC G GG T C AG GC AC CTGTGGTGGTGCC T AAT GAT C AAG AAA T AG AT GAG AT G 
CTTTTCGACGCCGTCATCCTCTCACCTGGCCCGGGCCACGCCGGCGTTGCGGCTGATTTT 
GGTATCTGTGCAGGCGTCATTGAGCGTGCACGCGTTCCGATTTTGGGTGTGTGTTTAGGC 
CACCAGGGCATTGCGTTGGCCTATGGCGGTGATGTTGATTTGGCGCCCAGGCCGGTCCAC 
GGTGAGGTTTCGCAGATCACCCATGATGGTTCAGGTTTATTTGCAGGCATCCCTGAAACG 
TTTGAGGCGGTGCGTTATCACTCGATGGTGGCAACCCGCTTGCCGGAGTCATTGAAAGCT 
ACAGCTACCAGCGATGATGGTTTGATCATGGCATTGGCACATGAAGTGCTTCCGCAGTGG 
GGTGTGCAATTTCATCCGGAATCTATTGGTGGACAATTCGGCCATCAGATCATTAAGAAC 
TTCCTTAATTTAGCGCGCACATATCGCTGGCAACTCACGGAGAAAACTATTCCGCTCAGC 
GTTGATTCAGCAGCGGTTTTTGAAACATTCTTTGCCCATTCCTCCCATGCTTTTTGGCTC 
GATGATGCCCAAGGAACCAGCTATCTTGGTGATGCCAGCGGTCCTCTCGCACGCACAAAA 
ACCCATAATGTCGGCGAGGGGGATTTCTTCACCTGGCTAAAGGAGGATCTCGCCGCCAAC 
TCAGTTGCGCCCGGTCAAGGTTTTCGTCTTGGCTGGGTTGGTTACGTTGGTTATGAGCTT 
AAAGCGGAAGCTGGCGCACGGGCTGCGCACACTTCGAGTCTTCCGGATGCGCACCTCATT 
TTTGCCGATCGCGCCATCGCAGTGGAATCGGATCAGGTTCGGTTGCTGGCGTTGGGGGAG 
CAGGACGAGTGGTTTGAAGAAACCATCAAGAAGCTGCATAATCTTGTCGCCCCGCGGATA 
CCTGCGTCCGGACACCTCGCTTTGCAGGTTCGAGATTCCAAAGATGAGTATCTCGACAAA 
ATTCGCAGAGCCCAGGAGCTGATTACTCGCGGCGAATCGTATGAAATCTGCCTGACCACA 
AAACTTCAGGGCACCACTGATGTGGCCCCTCTGGCTGCCTATCTAGCACTGCGTGGGGCC 
AATCCCACCGCATATGGTGCGTATCTTCAGCTGGGGGATACCTCTATTTTGAGTTCCTCG 
CCGGAGCGGTTCATCACCATTGATTCGGCAGGGTATGTGGAATCAAAGCCCATTAAAGGC 
ACCAGGCCGCGTGGGCGAACAGCGCAAGAAGACCAAGAAATCATTGCTGAGCTGCGCAGT 
AATCCTAAAGATCGTGCAGAAAACTTGATGATCGTGGATTTGGTCCGCAACGACTTAGCC 
CGCGGCGCTTTGCCCACCACAGTTAAAACATCCAAGCTTTTCGACGTCGAAACCTACGCC 
ACAGTCCACCAACTTGTCAGCACCGTCTCTGCAGAGTTGGGGCCACGCAGTCCGATTGAG 
TGCGTGCGCGCAGCATTCCCCGGTGGTTCGATGACTGGTGCCCCAAAGCTGCGCACCATG 
GAGATCATCGATGAGCTGGAGGCAGCTCCTCGCGGTATTTACTCAGGTGGCTTGGGATAT 
TTTTCCCTCGACGGCGCAGTTGATCTCTCCATGGTGATCAGAACTCTCGTCATCCAGAAC 
AATCACGTGGAGTACGGAGTGGGCGGTGCACTTCTTGCTCTGTCTGATCCGGAGGCTGAG 
TGGGAGGAAATCCGCGTTAAATCACGGCCTCTGCTGAATTTGTTTGGGGTTGAATTCCCA 

>RXA0 0 5 7 9 - do wns t r e am 
TGACGTACCTCGTGTGGGACGGT 



>RXA0058 0-upstream 

TTTTATATATGGGTATCGGCGGTCTATGCTTGTGGGCGTACCTGTCCCGCGAGTGAGGTC 
TTACGCGCGGGATTCGTCTTGTGAAAGGTTAGCTGACCTG 

>RXA00580 

ATGACCGATGCCCACCAAGCGGACGATGTCCGTTACCAGCCACTGAACGAGCTTGATCCT 
GAGGTGGCTGCTGCCATCGCTGGGGAACTTGCCCGTCAACGCGATACATTAGAGATGATC 
GCGTCTGAGAACTTCGTTCCCCGTTCTGTTTTGCAGGCGCAGGGTTCTGTTCTTACCAAT 
AAGTATGCCGAGGGTTACCCTGGCCGCCGTTACTACGGTGGTTGCGAACAAGTTGACATC 
ATTGAGGATCTTGCACGTGATCGTGCGAAGGCTCTCTTCGGTGCAGAGTTCGCCAATGTT 
CAGCCTCACTCTGGCGCACAGGCTAATGCTGCTGTGCTGATGACTTTGGCTGAGCCAGGC 
GACAAGATCATGGGTCTGTCTTTGGCTCATGGTGGTCACTTGACCCACGGAATGAAGTTG 
AACTTCTCCGGAAAGCTGTACGAGGTTGTTGCGTACGGTGTTGATCCTGAGACCATGCGT 
GTTGATATGGATCAGGTTCGTGAGATTGCTCTGAAGGAGCAGCCAAAGGTAATTATCGCT 
GGCTGGTCTGCATACCCTCGCCACCTTGATTTCGAGGCTTTCCAGTCTATTGCTGCGGAA 
GTTGGCGCGAAGCTGTGGGTCGATATGGCTCACTTCGCTGGTCTTGTTGCTGCTGGTTTG 
CACCCAAGCCCAGTTCCTTACTCTGATGTTGTTTCTTCCACTGTCCACAAGACTTTGGGT 
GGACCTCGTTCCGGCATCATTCTGGCTAAGCAGGAGTACGCGAAGAAGCTGAACTCTTCC 
GTATTCCCAGGTCAGCAGGGTGGTCCTTTGATGCACGCAGTTGCTGCGAAGGCTACTTCT 
TTGAAGATTGCTGGCACTGAGCAGTTCCGTGACCGTCAGGCTCGCACGTTGGAGGGTGCT 
CGCATTCTTGCTGAGCGTCTGACTGCTTCTGATGCGAAGGCCGCTGGCGTGGATGTCTTG 
ACCGGTGGCACTGATGTGCACTTGGTTTTGGCTGATCTGCGTAACTCCCAGATGGATGGC 
CAGCAGGCGGAAGATCTGCTGCACGAGGTTGGTATCACTGTGAACCGTAACGCGGTTCCT 
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TTCGATCCTCGTCCACCAATGGTTACTTCTGGTCTGCGTATTGGTACTCCTGCGCTGGCT 
ACCCGTGGTTTCGATATTCCTGCATTCACTGAGGTTGCAGACATCATTGGTACTGCTTTG 
GCTAATGGTAAGTCCGCAGACATTGAGTCTCTGCGTGGCCGTGTAGCAAAGCTTGCTGCA 
GATTACCCACTGTATGAGGGCTTGGAAGACTGGACCATCGTC 

>RXA0058 0-downstream 
TAAGTTTTTCTTTGAGTTTTCAT 

>RXA005 81-upstream 

GCATGAGTTTACTCACGTGCCCACGTCTTTTAGCCACCCATTGAAGTGAAAAAATAACCC 
CGATCACACTAGTGGAGTAGCTAAGGTGCACAATGGATTC 

>RXA00581 

ATGGCAGAGCAAAACGCTGCAAGCACAACTGGTGTGAAACCTTCCCCACGCACACCAGAT 
TTCAGCCCCTACCTTGATTTCGACCGCGCACAATGGCGCGAGCTGAGAAACTCAATGCCT 
CAGGTGCTGACCCAAAAAGAAGTCATTGAACTTCGAGGCATCGGAGAAAACATTGACCTC 
GCTGAAGTGGCAGAAGTCTACCTTCCGCTGTCCCGTCTGATTCACCTCCAGGTAGCGGCC 
CGACAGCAACTTACTGCAGCCACCGAAACCTTCCTCGGAACTTCCCCCTCTATCTCTGTG 
CCGTTTGTCATTGGTGTCGCGGGATCCGTCGCCGTCGGTAAATCAACCACCGCCCGACTC 
CTCCAAGTTCTGCTTCAGCGCTGGAATTCCCACCCCCGCGTGGACCTCGTCACCACCGAC 
GGATTCCTCTATCCCGGCGCGGAACTAATCCGCCGCGGATTAATGTCCCGAAAAGGATTC 
CCCGAAAGCTACGACCAACGTGCACTCCTCCGCTTTGTCACCGACGTAAAATCCGGAAAA 
CTCGAAGTCAACGCACCTGTCTACTCCCACACCGCGTACGACCGAGTTCCAGGCGAATTC 
ACCACAGTCCGCCAACCCGACATTTTGATCGTCGAAGGCTTAAACGTCCTCCAAACTGGC 
CCAACATTGATGGTCAGTGACCTTTTCGACTTCAGCGTCTACGTAGATGCCCGCACCGAA 
GATATCGAAAAATGGTACATCGACCGCTTCCTCAAACTCCGCGACACTGCATTCCGTCGC 
CCCGGTGCCCACTTCTCCCATTACGCCGACATGGCTGATCCAGAGTCCATCGCCGTCGCT 
CGAGAACTGTGGCAATCGATCAACCTGCCCAACTTGGTGGAGAATATTCTTCCCACCCGA 
GTTCGCGCGTCGTTGGTACTGAAAAAAGGTAGCGATCACTTGGTGGAACGGGTGAGGATG 
CGCAAGATC 

>RXA00581-downstream 
TAGGGGTTCTTGCTGGTTTTGAG 



>RXA0058 4 -upstream 

TAGTTGTGCCACCTAAAACGCGAACAGAACCGGAGTCGAGCAGCACCTCCCCGCAAGGGT 
AGAGGGGCTGCTTTTTTGTTTCCTAAATTCACCCCATCCC 

>RXA0058 4 

ATGCATAGCCCTGAAAGGCAAGAAAAAATGAGTTCTCCAGTCTCACTCGAAAACGCGGCG 
TCAACCAGCAACAAGCGCGTCGTGGCTTTCCACGAGCTGCCTAGCCCTACAGATCTCATC 
GCCGCAAACCCACTGACACCAAAGCAGGCTTCCAAGGTGGAGCAGGATCGCCAGGACATC 
GCTGATATCTTCGCTGGCGACGATGACCGCCTCGTTGTCGTTGTGGGACCTTGCTCAGTT 
CACGATCCTGAAGCAGCCATCGATTACGCAAACCGCCTGGCTCCGCTGGCAAAGCGCCTT 
GATCAGGACCTCAAGATTGTCATGCGCGTGTACTTCGAGAAGCCTCGCACCATCGTCGGA 
TGGAAGGGATTGATCAATGATCCTCACCTCAACGAAACCTACGACATCCCAGAGGGCTTG 
CGCATTGCGCGCAAAGTGCTTATCGACGTTGTGAACCTTGATCTCCCAGTCGGCTGCGAA 
TTCCTCGAACCAAACAGCCCTCAGTACTACGCCGACACTGTCGCATGGGGAGCAATCGGC 
GCTCGTACCACCGAATCTCAGGTGCACCGCCAGCTGGCTTCTGGGATGTCTATGCCAATT 
G G T T T C AAG AAC G G AAC T G AC G G AAAC A T C C AGG T T G C AG T C G AC G C G G T A C AGG C T G C C 
CAGAACCCACACTTCTTCTTCGGAACCTCCGACGACGGCGCGCTGAGCGTCGTGGAGACC 
GCAGGCAACAGCAACTCCCACATCATTTTGCGCGGCGGTACCTCCGGCCCGAATCATGAT 
GCAGCTTCGGTGGAGGCCGTCGTCGAGAAGCTTGGTGAAAACGCTCGTCTCATGATCGAT 
GCTTCCCATGCTAACTCCGGCAAGGATCATATCCGACAGGTTGAGGTTGTTCGTGAAATC 
GCAGAGCAGATTTCTGGCGGTTCTGAAGCTGTGGCTGGAATCATGATTGAGTCCTTCCTC 
GTTGGTGGCGCACAGAACCTTGATCCTGCGAAATTGCGCATCAATGGCGGTGAAGGCCTG 
GTGTACGGACAGTCTGTGACCGATAAGTGCATCGATATTGACACCACCATCGATTTGCTC 
GCTGAGCTGGCCGCAGCAGTAAGGGAACGCCGAGCAGCAGCCAAG 

>RXA0058 4 -downstream 
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TAATTAAGGGCGCTAGACTGTTA 
>RXAOO 61 8 -upstream 

CCCAACGGGCACCATCATTGATCCGGAAGAGCTAGAGCGCATCGCCAAGTGGTGCGATGA 
CAATGATGCTGTTCTTATCTCTGATGAGGACTACCACGGC 

>RXA00 618 

ATGAGCTTTGGTCGTCCGCTGGCAACTGCGCATCAGTTTTCCAAGAACGCCATCGTGGTG 
GGTACCTTGTCCAAGTACTTCTCCATGACGGGTTGGCGCGTGGGTTGGATCATCGTTCCA 
GATGAGCTGGTCACACCGATTGAAAACCTGCAGGCTTCTCTTTCCTTGTGTGCTCCTGCC 
ATCGGGCAGGCTGCGGGACGCGCAGCCTTCACTTTGGAGGCTGGGGCCGAACTTGATGCC 
CACGTTGAAGCGTATCGCGAGGCCCGGGAGGTGTTCGTCGATAAGCTCCCTGAAATCGGG 
CTTGGCACTTTCGCCGACCCGGATGGCGGCCTGTATTTGTGGGTCGATGTTTCTGCATAC 
ACCGATGATTCAGAGGAATGGGCATTGCGTTTGCTCGATGAAGCGGGCGTGGCCGTCGCG 
CCGGGTGTTGATTTTGATCCTGAGGAAGGCCACAAGTGGATTCGTTTGAGCCTGTGCGCG 
TCAAAGGAAGACACCATTGAAGGTGTGCGCAAAATCGGAGAATTCATCAAAAAA 

>RXA00 618 -downstream 
TAGCAGCGACTAGGTTAGTTTCG 



>RXA00 619-upstream 

TCAAAGGAAGACACCATTGAAGGTGTGCGCAAAATCGGAGAATTCATCAAAAAATAGCAG 
CGACTAGGTTAGTTTCGGTTCGTGGGGAATAATAATTTGC 

>RXA00 619 

GTGGCTGATAAAAAGAAGATCGCAAACGTCCTGTCGAACCGTTACGCCTCCGCGGAACTT 
TCTAACCTGTGGAGTGCCGAAGAGAAGATCATCATGGAGCGCCAGCTCTGGATCGCCGTG 
ATGAAAGCCCAGAAAGATTTGGGAGTTGAGATCCCTGCCGAGGCAATTGAATCCTATGAA 
GCAGTGATCGACCAGGTTGATTTGGCAAGCATCGCCGATCGTGAGCGCGTCACCCGCCAC 
GATGTGAAGGCCCGCATCGAAGAATTCAATGCACTGGCTGGCCATGAGCACATCCACAAG 
GGCATGACCTCCCGCGACCTCACCGAAAATGTTGAACAGCTGCAGATCCACCGCTCCCTT 
GAGCTGGTCCGCAACAAGGGCATTGCAGTTGTTGCAGCTATCGGATCCCGCGCAGCGCAG 
TACCAAAGCCTGGTCATGGCTGGCCGTTCCCACAACGTGGCAGCGCAGGCAACTACCTTG 
GGCAAGCGTTTCGCAACCGCAGCTGATGAAATGCTCGTGGCACTTGAGCGCGTCACCGAA 
CTGCTCAACCGCTACCCACTTCGCGGAATCAAGGGCCCAATGGGAACCGCCCAAGACATG 
CTTGACCTCATGGAAGGCGACGAGGCTCGTCTCTCCGATCTGGAAACCCGCATCGCAGCA 
CACCTCGGCTTTGATCGCGTCTTCGACTCCGTCGGCCAGGTCTACCCACGTTCCCTTGAC 
TTCGATGCAGTATCTGCTCTGGTTCAGCTTGGCTCCGGCCCATCATCGCTGTCCCACACC 
ATTCGTCTCATGGCCGGCACCGAAACTGTTACCGAAGGTTTTAAGGAAGGCCAGGTCGGT 
TCCTCTGCAATGCCTCACAAGATGAACGCTCGCTCCTGTGAGCGCGTGGGCGGCCTGCAG 
GTTATTCTTCGCGGATACCTCACCATGGTTGCTGATCTTTCCGGCCAGCAGTGGAACGAA 
GGCGATGTCTTCTGCTCCGTGATCCGCCGCGTTGCACTGCCAGACGCATTCTTCGCGATT 
GACGGAATGTTTGAAACTTTCCTGACAGTCCTGGATGAATTCGGTGCATTCCCTGCCATG 
ATCGAGCGCGAACTTGAGCGTTACCTGCCATTCCTGGCAACTACCCGTATCCTCATGGCC 
GCTGTCCGCGCAGGCGTTGGCCGCGAAACCGCACACGAAGTAATCAAGGAAAACGCTGTC 
GCGGTTGCCCTCAACATGCGCGAAAATGGCGGTGACCAGGACCTTATCCAGCGCCTCGCT 
GCTGATGAGCGCCTCCCAATGAGCGAAGCTGACCTTGAGGCAGCGCTGGCTGACCGCCAC 
GCCTTCATCGGTGCCGCTGAGTCCCAGGTCTCCCGTGTGCTCGACCGCATTCAGGTGCTT 
GTCGACGCCCACCCCGGCGCCGCAGACTACCGACCAGGTGAGATTCTT 

>RXA00 619-ciownstream 
TAAAGGTTTTTAACGGCGTTCAC 



>RXA00 62 0-upstream 

GGTGATCCATGTCAGGAAGCCAGCGGTGAAACCGGCAGTGAAACCAGCGGTGAATGCTAA 
AATTTTCCGAACACACCCGAGGGGTCTAGACTTGCCTAAC 

>RXA00 62 0 

ATGCGTCCTGAACTCTCCCAGTACAAGCACCTGTCGGCAGGCAAGGTCCGTGAGATCTAC 
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GAGATCGACGACAAGCACATCCTCATGGTGGCTTCCGATCGTATCTCTGCATACGATTTC 
ATCCTCGATACCGAAATTCCAGACAAGGGTCGAGTGCTCACTGCGATGAGCCAGTTCTTC 
TTCGACACCATCGATTTTCCTAATCACCTTGCAGGTCCCGCTGATGATCCACGTATCCCA 
GAAGAAGTTTTGGGACGAGCAATGGTGTGCAAGAAGCTCAACATGCTTCCTTTTGAATGC 
GTGGTTCGTGGATACCTCACTGGCTCTGGACTTGTTGAATACAAGCAGACCAGCTCCGTG 
TGTGGAGTTGAGCTCCCAGAAGGCCTCGTTGAATCTTCTCAGCTGCCTGAGCCAATCTTT 
ACCCCAGCCACCAAGGCTGACATCGGCGACCACGACATCAATGTCTCCTTTGACGTTGTT 
GAAGAACGTCTCGGCGAAGCTCGTGCGAACCAGTTGCGCGATGCCTCTATTGCTATTTAC 
AAGGCTGCTGCTGAGATCGCCCGTGACCGTGGCGTCATCCTTGCCGACACCAAATTTGAG 
TTCGGCATCGATGAAGATGGCACCCTCGTGCTTGGTGATGAAGTCCTTACCCCAGATTCC 
TCCCGCTACTGGCCTTTGGAAGGCTATGAAGCAGGATCTGTGCAACCAAGCTTTGATAAG 
CAATTCGTGCGCAACTGGCTCACCGGCCCTAAATCTGGCTGGGACAAGGATTCCGGCTTG 
GAGCCACCAGCTCTGCCAGGTTCCGTTGTTGAGGCAACCCGCGAGCGCTACATCGAGGCC 
TACGAGCTGATTTCTGGTCAGAAGTTCTGCCAGTGGATTGGTTCTTGCGTC 

>RXA00 62 0-downstream 
TAAGCTGCTTGATTTTCCCTAAA 



>RXA00 62 4 -upstream 

T C CAT G AC G T T T T G AAT G G AAAA T C T C CAT T T G T G GAG T T AG AAG AAG AC C AC TAG T T T T 
CAACAGGACGACAACGGCCGGACATGCGACAATACAATGC 

>RXA00 62 4 

ATGTCCGGCCGTCTTCTTGTTTCAGTTTCTAGTATTTTCGACCAGACCCGATCGGCGGCT 
GACAGGCTCATTTCAGACCTGCGAGCCGACGGCATCGAGGTCTCATTACTTGTCGCACCC 
CGCATCGATGGGGACTGGCGTCTCGCCAAAGACAAAGGGACCCTCGCGTGGATGGAACAA 
CAACGCGAACGCGGCCACGAACTCATCCTCAACGGTTTCGACCAAGCAGTTCAGGGACGT 
CGCTCAGAATTCGCCAACCTTGAACGGCACGAAGCACGTCTTCGCCTTACCGGTGCCATT 
AGGCAAATGCAGAAAATTGGCTTCGAATTCCAAATCTTTGCCCCACCTCGTTGGAGAATG 
TCAGAAGGCACCTTCGCGGTACTCCCAGAATTTGATTTCAACGTCGCCGCCTCGACCAGG 
GGATTACATAACCTCGACACCGGCGAATTCTTGGCGTGTAGAAACCTCTCCGTGGGTGAA 
GGTTTTGGTGCTGCAAAATGGTGGCGCAAGAATGTCATCAAGGCTGTCACTCGTGGAGCG 
GAAAAAGGAAATACAGTGCGCTTGTCCGCATCGGCGCGAAATCTCACCAACCCTAAAGTC 
GCAGCTGACTTCCGGGAAGCTGCATTAGCTGCCTTGGATTTGGGTGCTCAGGTGCAAACC 
TATTCTCAGGCGGCCGCACAACTGGCC 

>RXA0 0 62 4 -downstream 
TAGTTGGGGAGGTTCGGGGCACC 



>RXA00 62 6 

GATCGTGCAGCAGCACGTGCTCACGTAGATGCAGTGCTTGAGGGCGGAAATCCAGTTTTG 
CTGGAGTCCTTCCTTGATGGCCCTGAGGTTTCCCTGTTCTTCCTGGTTGATGGCGAGACG 
GTAGTTCCTCTGCTGCCAGCGCAGGATCACAAGCGTGCGTACGACAACGATGAGGGCCCA 
AACACTGGTGGCATGGGTGCTTATGCGCCGCTTCCTTGGCTGCCTGAAGATGGCGTCCAG 
CGCATTGTCGATGAGGTCTGCGTTCCTGTTGCTCGTGAGATGGTGGCACGTGGTTGCGCG 
TACTCCGGTCTGCTTTACGCAGGTATCGCATGGGGTGCAGAAGGCCCTGCAGTAGTGGAG 
TTCAACTGCCGCTTCGGCGATCCAGAAACCCAGGCTGTACTGGCACTACTGAAGACTCCT 
CTAGCAGTACTGCTCAACGCAGTTGCTACTGGAACCTTGGCAGAGCAGCCAGCACTGGAG 
TGGGAGGATGCTTACGCCCTGACTGTGGTGTTGGCTTCTTACAACTACCCAGAGGCACCT 
CGTACTGGTGATGTCATCCGCAACGCTGATGCAGATAACGTTCTTCACGCTGGTACCGCA 
CTCAATGCTGAAGGCGAGCTGGTCTCTGCGGGCGGTCGTGTTCTTAACGTGATCGGTGTG 
GGTGAGACCCTGGAGGCTGCACGCGATAACGCGTACACCACCATCAAGGACATTGAACTT 
GAGGGAAGCCACTACCGCAGCGATATCGCATTGGCTGCATTAGAGGGTCGTATCTCGATC 

>RXA00 62 6-downstream 

T AAAAG C AG T AC G C AG AT AG G C T 



>RXA00 627 -upstream 
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GCTGCATTAGAGGGTCGTATCTCGATCTAAAAGCAGTACGCAGATAGGCTTGTCTCTTAT 
GAAGCCAAGCACTAGAAGCAATGTTCAGCCGTTTCGCGTC 

>RXA00627 

ATGCAGATGTTGGACCGAGTCCACCGTCGCAGGCGCGAAGGCAAAGACACCTTAATGTTC 
TGCGCTGGCCAGCCGTCAACTGGTGCGCCAGAAGCAGTCATCGAAGAAGCAGAGATCGCT 
CTTCGCTCGGGTCCTTTGGGATACACCGAGGTGATTGGTGATCGTGAGTTCCGTGAACGC 
ATCGCCGATTGGCACTCTGCTACTTATGACGTAGACACCAACCCTGACAATGTTATTGTC 
ACCACCGGTTCTTCAGGTGGATTCGTGGCATCGTTTATCGCCACC 

>RXA00 62 9-upstream 

TCATTTTAAGGCGCTTTTCGACGCCACTTTCAACCATTTCCGAACCGCCAAGAATACTGG 
AAT AG C T T GGAT C AAG T T T T G C AG G AT AAAC T G T G C AAC C 

>RXA00 62 9 

ATGCGCATTCTGGTAATCGGCTCGGGCGCCCGTGAGCACGCCCTCCTCCGTGGACTGTCA 
ACTGACCCTGCAACCACTGAACTCCACGTTGCCCCAGGTAACGCTGGTCTTGGATCGATC 
GCAACTGTCCACCCTGGCATCAAGGCTGATGATCCAGAGGCTGTCACTGCGTTGGCTAAA 
GAACTGAACTCTGATCTGGTTGTTATCGGCCCAGAGATCCCTTTGGTTGCGGGTGTTGCT 
GATGCACTTCGCGCGGCGGGTATC 



>RXA0 0 632 -upstream 

TGGACGCTTGCTCTATGTCATGCCTCCATATATCACCACGTCAGAGCAGTGCGCACAGAT 
CTGCACTGCGCTTCATGCTGCAGTTAAAGGGAAATAAACC 

>RXA00632 

ATGCCATTTTTATTTGTCAGCGGTACCGGAACTGGGGTTGGGAAAACCTTCTCCACAGCC 
GTTTTGGTTCGATACTTAGCCGATCAAGGACACGATGTTCTGCCCGTAAAGCTAGTCCAA 
ACCGGTGAACTTCCAGGCGAGGGAGACATCTTTAACATTGAACGCTTGACTGGAATTGCT 
GGAGAGGAATTTGCTCGTTTCAAAGACCCTCTTGCGCCAAATCTGGCAGCCCGACGAGAG 
GGGGTCGAGCCAATACAGTTTGATCAGATTATCTCGTGGCTTCGTGGTTTTGACGACCCA 
GATCGCATCATTGTGGTGGAGGGCGCTGGTGGCCTGCTGGTCAGATTAGGGGAAGATTTC 
ACCCTGGCAGATGTTGCCTCCGCTTTGAATGCACCCTTAGTGATTGTGACAAGCACCGGA 
TTGGGAAGCCTCAACGCTGCTGAATTAAGCGTTGAGGCAGCAAACCGCCGAGGACTCACA 
GTGTTGGGAGTCCTCGGCGGTTCGATCCCTCAAAATCCTGATCTAGCTACGATGCTTAAT 
CTCGAAGAATTTGAGAGAGTCACCGGCGTGCCCTTTTGGGGAGCTTTGCCGGAAGGGTTG 
TCACGGGTGGAGGGGTTCGTCGAAAAGCAATCTTTTCCGGCCCTTGATGCCTTTAAGAAA 
CCGCCGGCAAGG 

>RXA0 0 632 -downstream 
TGATCGTGAACACCGTGCCTTCG 



>RXA00 633-upstream 

AAAGCTGCGGTAATTAAAAACACTTAGCGCCAAAAATTGAACACTGTTCAATTAACCTAT 
TACACTGCAGATATACATCCAAACCAAGTGACGGAGGAAA 

>RXA00 633 

ATGGAAAACCCCAGCTTGCGCGAGCTTGATCACCGAAACATCTGGCACCCGTATGCCGCG 
CCGGGCGTGCGCAATAGACTCGTCACCAAAACCGATGGAGTGTTTTTGACGCTGGAAGAT 
GGCAGCACCGTGATTGACGCGATGAGCTCCTGGTGGTCGGCAATTCATGGACACGGACAC 
CCCCGACTGAAAGCTGCCGCCCAAAAACAAATCGACACCATGAGTCACGTCATGTTTGGC 
GGACTAACCCACGAGCCCGCCATTAAGCTCACCCACAAACTCCTCAATCTCACTGGAAAT 
TCCTTTGACCACGTCTTTTATTCCGATTCGGGCTCGGTCTCAGTGGAGGTCGCCATCAAA 
ATGGCACTGCAGGCCTCCAAAGGACAAGGCCACCCGGAACGGACAAAACTCCTCACCTGG 
CGGTCCGGCTACCACGGAGACACATTCACCGCGATGAGCGTGTGCGACCCAGAAAATGGC 
ATGCATAGCCTCTGGAAAGGCACACTCCCCGAGCAGATTTTCGCCCCCGCCCCACCAGTT 
CGGGGGTCATCGCCGCAGGCGATTTCCGAGTACCTGCGCAGCATGGAATTGCTTATCGAC 
GAGGCGGTCTCCGCAATCATCATCGAACCGATCGTCCAAGGCGCTGGAGGCATGCGCTTT 
CACGATGTCGCACTCATTGAAGGAGTCGCCACACTGTGCAAGAAGCACGATCGTTTCTTG 
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ATCGTCGATGAAATTGCCACTGGTTTCGGCCGCACCGGTGAACTATTTGCCACGTTAAGC 
AATGGCCTACAACCAGACATCATGTGTGTGGGCAAGGCCCTCACCGGTGGATTCATGTCC 
TTCGCCGCTACTTTATGCACGGACAAGGTGGCTCAATTAATCAGCACCCCAAATGGCGGA 
GGTGCGCTGATGCACGGCCCCACTTTTATGGCTAATCCTCTGGCCTGTGCGGTTTCGCAT 
GCTTCATTAGAAATCATTGAGACCGGCATGTGGCAGAAACAGGTAAAAAGAATCGAAGCC 
GAACTTATCGCAGGCCTTTCCCCACTTCAACACCTTCCAGGGGTTGCCGATGTCCGGGTT 
CTCGGCGCGATTGGTGTCATCGAAATGGAACAAAATGTCAATGTCGAAGAAGCTACTCAG 
GCTGCATTAGATCACGGTGTGTGGATCCGCCCCTTTGGACGCTTGCTCTATGTCATGCCT 
CCATATATCACCACGTCAGAGCAGTGCGCACAGATCTGCACTGCGCTTCATGCTGCAGTT 
AAAGGGAAA 

>RXA00 633-downstream 
TAAACCATGCCATTTTTATTTGT 

>RXA0 0 68 8-upstream 

GCGGAACCGCAATCTTGATTCTTGTATCTGTTGCACTGACCACAGTGAAGCAGATTGAGA 
GC C AGC T CC TGC AAAG CAACT AC GAAGG AC TTCTAAAAT A 

>RXA00 68 8 

ATGCGACTCGTACTCCTCGGACCTCCCGGTGCTGGTAAGGGCACCCAGGCTGCAATTCTC 
TCTGAGAAGCTTGGCATTCCTCACATTTCTACTGGCGATCTTTTCCGCGCCAACATTGGC 
GAAGGTACCCCTCTGGGTATCGAGGCCAAGCAGTACATCGACGCTGGCAAGCTGGTTCCA 
ACCGACGTGACTGCACGTATGGTTGCTTCCCGCCTTGCTGAGTCCGATGCTGCAGAAGGC 
TTCCTTTTGGATGGTTTCCCACGCACCGTTGAGCAGGCTGACATCTTGGCTAACCTGCTT 
TCCGAAGCTGGCCAGACCCTCGATGGTGTTGTTAACTACCAGGTTTCTGAAGACGTCGTC 
GTGGAGCGCATGCTGTCCCGTGGTCGCGCTGATGACAACGAAGAGACCATCCGCACCCGT 
CTCGGTGTCTACCGCGACGAGACTGCTCCTCTGATCGATCACTACGGTGACAAGATCATC 
AACATTGAGGCTGAAGGCGAAGTCGAAGAGATCAACGCTCGTACCCTCAAGGCACTGGGC 
AAA 

>RXAOO 68 8 -downstream 
TAAGATTTCTTCTCTAGTGCTGC 

>RXA007 08 

ACCGTGGGCAAGGCTGTCCGCGAGTCGGGTGTCCCCCGCGAGGAATTGATTGTTACCAGT 
AAGCTCCCTGGCCGCTTCCATGCTCGCGATCTAGGACGCGTCCGCATTGAGGAAAGTCTA 
TACCGCCTCAACTTAGATTACATCGATCTCCTCTTGATTCACTGGCCTAATCCCAGCAAG 
GATCTCTACGTCGAGGCGTGGGAAACGCTGATTGAAGTCCGCGATGCTGGCCTGGTCAAG 
CACATCGGAGTGTCTAACTTCCTTCCAAATCACATTGATCGCCTGCGCCGCGAAACCGGT 
GAACTGCCGGCCGTTAACCAGATCGAGTTGCACCCCTATTTCCCGCAGGTGGAGCAGGTA 
GATTTCCACGATGAGCTGGGCATCATTACCGAGGCCTGGAGCCCGCTCAGCAACGGTCGC 
GGACTCGTCGAAGAGCCATTGCTCAAGGAAATCGGCGAGCGCTACGGGGTCGGCAGCGGC 
GAAATCGCCCTCGCTTGGCATCACGCCAGGGGAATCGTTCCGATTCCACGCTCCACCAAC 
CCGGCCAGGCAGCGCAGCAACTTGGAGGCGGTAAAGATTTCGCTTATCGACGAAGACGTC 
CAGGCGATTACCGCTTTGGCGCGCAAAAACGGCCGGATCAAAGATCAAGATCCAGCCGTC 
TATGAAGAATTC 

>RXA007 08-downstream 
TAG AT AG T T AC AT C AAG G T T C C G 

>RXA00 7 17 -upstream 

AAGCATCAGTTAAAGCCCCGACTATTAAAATCTCCTAAAATAGGCTAGAATTCACGGGAT 
T C AAT T T C AT AC GT T T T C TC TC AAG AT T AAGG AC AC T T AC 

>RXA00717 

GTGACCCCACCCGCTCGCCGAGATGGCACACCGGACAAGAAGCAGAGCAATCGCTCTGGC 
GGATACCGGTCTTCAGTTCGTGGCTACAAGCCAGGATCATCCCGCCCAAACACACGCCAG 
CAGCCTCAGAAGAAGGATGAGATTCTTCTCTCCAACGCTAAGCCTGCCAAGAAGCAAAAC 
GTAAAATCCGACGACGATTGGTCGATGGGTTTCTTAAACCGCAATGACTCTGACGGAGTT 
CGCCTGCAGAAGGTGCTTGCCCAAGCAGGTGTGGCATCACGTCGACACGCAGAAATCCTG 
ATTGATCAGGGCCGTGTGGAGGTCAACGATCGTATCGTGACCACCCAGGGCGTGCGCGTG 
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GATCCAAACAACGATGTCATCCGTGTTGACGGCGTCCGCATCCACATCAACGAGGACCTC : 

GAGTACTTCGTGCTCAACAAGCCTCGTGGCATGCACTCCACCATGAGCGATGAACTTGGT 3 

CGCCCATGCGTGGGTGATCTGGTCAGTGAGAAGACTGCATCTGGACAGCGTCTGTTCCAC 

GTCGGTCGCCTCGACGCGGACACCGAAGGTTTGCTGCTGCTCACCAACGATGGTGAGTTG 

GCTAACCGCCTCATGCACCCTAAGTACGAAGTGTCCAAGACTTACCTTGCTACCGTTCGC 

GGTGAAGCAACCAATAAGCTAGTCAGCGCTCTTCGTGATGGCGTGGAGTTGGAAGATGGC 

CCTGCCAAGGCTGACTTTGCGCAGATTATCGACGTATTCCAGGGCAAGTCCTTGTTGCGC 

ATCGAAATCCACGAAGGCCGCAAGCACATTGTGCGACGCCTCTTCGATGAGCTCGGTTTC 

CCAGTCGAGCGCCTCGTGCGCACCAAGCTGCACACCGTTCAGCTTGGTGATCAGAAGCCA 

GGTTCCCTTCGTGCACTGAACTCCTCTGAGCTGACCAGCTTATACAAGGTGGTCCAACTG 

>RXAO 07 17 -downstream 
TGACGGAAATTTCCAACATGCCT 



>RXA0 07 18 -upstream 

GCACCAAGCTGCACACCGTTCAGCTTGGTGATCAGAAGCCAGGTTCCCTTCGTGCACTGA 
ACTCCTCTGAGCTGACCAGCTTATACAAGGTGGTCCAACT 

>RXA00718 

GTGACGGAAATTTCCAACATGCCTGCCGGTGGCCTCATCGTAGCCATCGACGGGCCGTCT 
GGCACCGGAAAATCCACCACATCCCGCGCGCTCGCAACCCGTCTCTCGGCCAAGTACCTA 
GATACTGGTGCGATGTACCGCGTCGCAACGCTTCATGTGCTTAACCAGGGGATTGACCCT 
GCAGATAGCGCAGCCGTGATCGCTGCAACCGCTGTATTGCCGTTGTCGATTTCTGACGAT 
CCCGCCTCCACTGAGGTGTTGCTCGCGGGCGTCGATGTGCAAAAGGACATCCGCGGACCA 
GAAGTCACCCAAAATGTCTCCGCAGTGTCCGCGATCCCTGAGGTTCGTGAAAACTTGGTG 
GCGTTGCAGCGCGCACTCGCCGCCAAAGCACATCGCTGCGTCGTCGAAGGCAGAGACATC 
GGAACGGCAGTGCTTGTCGACGCGCCCATCAAGGCGTTTCTCACCGCCTCAGCGGAAGTC 
CGCGCCCAGCGACGCTTTGACCAAGACACCGCAGCAGGTCGCGACGTAGATTTCGACGCT 
GTGCTGGCAGATGTTGTTCGCCGCGATGAACTAGATTCCACCCGTGCCGCCTCACCGCTG 
AAACCAGCAGATGATGCACACATCGTGGACACCTCTGATATGACCATGGATCAAGTACTT 
GATCACCTCATCCACCTAGTGGAAGCCTCCGCTGAAAGGAGCAACCAG 

>RXA00718-downstream 
TGACTGATAAACACACCATGCCT 



>RXA00727-upstream 

TTATTGCACCATGGCAGGTAGTATTTTGCCCATGATTGAGAGTTTCACCCGATTGCGAAT 
TTCGCAGACACCGCCTCTGAAACGGCTACTGCATAGCACT 

>RXA00727 

TTGCGTTTCCCCAAAATCCCCAAGCGCGCTGTAGCGGCGACCGTCGGCATCGTGGCAACC 
TCATTCACCTTGGCTTCTTGTGTCACCAATGAGGAGCAGGGCAACCCAGATGGCTGGGAG 
CAGATCGTTCCAGATCCTGTACCGGAGATTCAGGCGATGGTTCCCGAAGCTCTGGCTCAG 
CGCGGTGTGCTCACCGCCGGTGCCAACCCACCTTTCCCACCGTTTGAGTTTAAAGATTCC 
GATGGTCAGATTATCGGTGTGGAAATGGACCTCGTGCGTGCAATGGCGGGGGTGATGGGC 
TTGGAGTTCAGCCCTCAGGAGCAGGATTTCTCCCTCATCCTTCCATCGGTTCAAGCTGGC 
ACCCTTGATATCGGAGCCTCTGGCTTCACTGACAACGAGGAACGCCGCGAGAACTTTGAT 
TTCATCGATTTCCTCTTCGCAGGTGTGCAGTGGGCGCAGGCAACTGATCGTGAAACCCCA 
ATCGATCCGGAAAACGCCTGTGGTCTCACCGTTGCTGTACAGCGCACAACCGTGGCAGAG 
ACCGACGATGTCCGTCCTCGCTCAGCTCAATGTGAAGCCGAAGGCAAAGAGCCGATCACC 
ATTTTGTCTTATGAAACCGCAGATACTGCAGCTACCGCATTGATCCTGGGACGCGCAGAC 
GCACTTGCTGCGGACTCCCCTGTTTCAGCTTGGGCTGCAGAGCGCTCCGAAGGCCGCATC 
GAAGTTGTGGGCGATATGTACTTGGCTGCGCCATTTGGTTTCGCATTCCCGTTGGAATCT 
GACCTCACCCCAGCAGCAGCTGCGGCGTTCCAACACTTGATTGACACCGGCGATTACCAG 
CGCATCATGGCGCAATGGGGCATTGAAGAAGGCCTTCTTGATGAGGCCCTGATCAACGAA 
CAGCCACTCAAC 

>RXA0 07 2 7 -downstream 
TAGAGCCTTCCAGCAACTAAAAA 
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>RXA0 07 6 6-upstream 

TATGGCGCTTGAACCACAAATAAAGTCTGCACCGACGCCGGTGATCTTAATTGTCGAACC 
CTACGGCGGGTCCATCCGGCAACAAAACCCCAACCTACCA 

>RXA007 66 

ATGGTTTTTTGGGACGATGCAGCCTTAACCCGAGGCGATGGCATCTTTGAAACACTCCTC 
ATCCGCGACGGACATGCCTGCAACGTGCGCCGACACGGAGAACGCTTCAAAGCATCGGCA 
GCACTATTGGGACTGCCAGAGCCGATCCTGGAAGACTGGGAAAAAGCCACCCAAATGGGC 
ATCGAATCCTGGTACTCCCACCCCAACGCAGGCGAGGCCTCATGCACCTGGACGCTCAGC 
CGAGGTCGTTCCTCCACGGGGCTGGCCTCAGGATGGTTAACCATCACCCCAGTCTCCTCC 
GACAAACTGGCGCAACGTGAACACGGTGTATCGGTCATGACCAGTTCAAGAGGATATTCC 
ATCGACACCGGCCTCCCCGGAATCGGAAAAGCCACCCGAGGCGAGCTATCTAAAGTGGAA 
CGAACCCCCGCACCATGGCTGACAGTCGGCGCCAAAACACTAGCCTACGCAGCAAACATG 
GCAGCCCTGCGCTACGCCAAATCAAACGGATTCGACGATGTGATCTTCACCGATGGCGAC 
CGCGTTCTAGAAGGCGCCACCTCCACCGTAGTGAGTTTCAAAGGCGACAAAATCCGCACC 
CCTTCACCCGGTGGCGACATTCTCCCCGGAACCACCCAAGCAGCACTCTTTGCACACGCA 
ACCGAAAAAGGATGGCGATGTAAAGAAAAAGACTTAAGCATTGACGATCTTTTCGGAGCC 
GACAGCGTGTGGCTAGTGTCCTCCGTCCGCGGACCAGTTCGGGTGACCAGGCTCGATGGA 
CACAAATTACGGAAACCAGACAATGAAAAAGAAATCAAGGCGCTGATTACCAAAGCTCTG 
GGG 

>RXA007 66-ciownstream 
TAGAGGCTGGCGCTGGGACTTGC 

>RXA007 7 0 

GTCACCGGCGGCGGCCTCGCAGGCAACCTCGAGCGGGTTGTCCCAGAAGGGCTCGTCGCA 
GAAATGTCCCGAGCAACTTGGACCCCAGGCCAAATCTTCCGCACCATCTCCTCTGTGGGC 
AAGGTTTCCCGCGAAGAAATGGAAAAGACCTTCAACATGGGTGTCGGCATGGTTGCAGTC 
GTTGCTGAAAAGGACCGCGACCGCGCCCTGGCAATGCTCACCGCACGTCACATTGACTGC 
TGGGAAATCGGAACCGTACGCAACGGTGAAGAGGGAGAGCCTCGCGTGATCCTCAACGGC 
GAGCACCCTGGCTAC 

>RXA0077 0-downstream 
TAAGCCCAACTGTCTGCTCTAAG 



>RXA007 7 9-upstream 

CAGAGGCCACTTCAAGTAGATGTTTCGTAATTGTTTACAGCGTTTACGCAAGCGGTCGAC 
CAACAAAAACAGCACTTCAATGATTGGAGCACCACCCGAC 

>RXA0077 9 

A T G G G C AAT G T G T AC AAC AAC AT C AC C G AAAC CAT C G G C C AC AC C C C AC T G G T AAAG C T G 
AACAAGCTCACCGAAGGCCTCGACGCAACTGTCCTGGTCAAGCTTGAGTCATTCAACCCA 
GCAAACTCCGTCAAGGACCGTATCGGTCTGGCCATCGTTGAAGATGCAGAGAAGTCCGGT 
GCACTGAAGCCAGGCGGCACCATCGTTGAAGCAACCTCCGGCAACACCGGTATCGCACTG 
GCAATGGTCGGCGCTGCACGCGGATACAACGTTGTTCTCACCATGCCGGAGACCATGTCC 
AACGAGCGTCGCGTTCTCCTCCGCGCTTACGGTGCAGAGATCGTTCTTACCCCAGGTGCA 
GCAGGCATGCAGGGTGCAAAGGACAAGGCAGACGAAATCGTCGCTGAACGCGAAAACGCA 
GTCCTTGCTCGCCAGTTCGAGAACGAGGCAAACCCACGCGTCAACCGCGACACCACCGCG 
AAGGAAATCCTCGAAGACACCGACGGCACCGTTGATATCTTCGTTGCAAGCTTCGGCACC 
GGCGGAACCGTCACCGGCGTTGGCCAGGTCCTGAAGGAAAACAACGCAGACGTACAGGTC 
TACACCGTCGAGCCAGAAGCGTCCCCACTTCTGACCGCTGGCAAGGCTGGTCCACACAAG 
ATCCAGGGCATCGGCGCAAACTTCATCCCCGAGGTCCTGGACCGCAAGGTTCTCGACGAC 
GTGCTGACCGTCTCCAACGAAGACGCAATCGCATTCTCCCGCAAGCTCGCTACCGAAGAG 
GGCATCCTCGGCGGTATCTCCACCGGCGCAAACATCAAGGCAGCTCTTGACCTTGCAGCA 
AAGCCAGAGAACGCTGGCAAAACCATCGTCACCGTTGTCACCGACTTCGGCGAGCGCTAC 
GTCTCCACCGTTCTTTACGAAGACATCCGCGAC 

>RXA007 7 9-downstream 
TAATTCTTAGCGACTGTTAACCA 
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>RXA007 8 0-upstream 

CCTTTTAAGTCCTTCTTTGCCCGTGAATAATTCTCTGGATAGTTTCCACGTGCAGTTAAG 
TCACGCTGTTAGACTTGCCTGCATGCTCTCGACAATAAAA 

>RXA007 8 0 

ATGATCCGTGAAGATCTCGCAAACGCTCGTGAACACGATCCAGCAGCCCGAGGCGATTTA 
GAAAACGCAGTGGTTTACTCCGGACTCCACGCCATCTGGGCACATCGAGTTGCCAACAGC 
TGGTGGAAATCCGGTTTCCGCGGCCCCGCCCGCGTATTAGCCCAATTCACCCGATTCCTC 
ACCGGCATTGAAATTCACCCCGGTGCCACCATTGGTCGTCGCTTTTTTATTGACCACGGA 
ATGGGAATCGTCATCGGCGAAACCGCTGAAATCGGCGAAGGCGTCATGCTCTACCACGGC 
GTCACCCTCGGCGGACAGGTTCTCACCCAAACCAAGCGCCACCCCACGCTCTGCGACAAC 
GTGACAGTCGGCGCGGGCGCAAAAATCTTAGGTCCCATCACCATCGGCGAAGGCTCCGCA 
ATTGGCGCCAATGCAGTTGTCACCAAAGACGTGCCGGCAGAACACATCGCAGTCGGAATT 
CCTGCGGTAGCACGCCCACGTGGCAAGACAGAGAAGATCAAGCTCGTCGATCCGGACTAT 
T AC ATT 

>RXA0 07 8 0 -downstream 

T AAG AAC AG TTAGCGCCCTACCT 

>RXA008 38-upstream 

TCGTCTAATAGTGCTGCCAATCCACCGGCCATTGATGACTCCTTTGTAGAGAAGGGGTAG 
TGCTTACAAATCTTATCTGTGCTCAGGCAAGATAGCAGGT 

>RXA008 38 

ATGAAAATTGCGATCGTTGGCGCTGGTGCAGTTGGTGGATATTTCGGAGCGTTGTTACAA 
GAATCTGGTGCAGATATCACGATGGTTGCACGTGGACGAACATTAGAAGCCTTGAAGTCT 
AAAGGACTCCACATCAACGATGCAAGAGGCGAACGCTACGTACCAATTCCTGCAGTTGCG 
AGCGTGCAAGAACTAAAAGATGCAGATGTAGTGATGATTGCTACTAAAGCATTATCGCGG 
TCTTTAGATCTCGCTGAACTTTTGGGTGGGATACCTGCGAATTCGGTGGTCGCGATTACT 
CAGAATTCGATTGAATCTGCTGATCTAGCAGCGAAGAGTATCGGTGCTGATCGTGTGTGG 
CCTGGTGTGGTTCGTGGGTTCTTTGTTCATGAGGGGCCAGCCTCAGTGTCATACAAGGGA 
GGCCCACTGTCCTACACGTTTGGTGATTCTGGTGAACTTTCTAGGCAATTCGCAAGCACT 
CTTGAACAGGCCGGTATTGACGGAGTTCTGCATCCCGATATTTTGGTGGATGTGTGGGAG 
AAAGCCATGTTCGTAGAGGTTTTCGGCGGGTTGGGGGCTTTCGTCGAAAAGCAATTAGGT 
ACCTTGCGTACGCATTTTAGGGCTTCCCTGGAAGCCTTGATGGAAGAGGTGGCTGAGGTG 
GCTCGCGCGGCAGGTGTTGCGTTGCCGAGCGATGCGGTGGAGCGCACCATGAATTTTGCG 
GATCGGATGCCTGAGAATTCGACGAGTTCGATGCAGCGTGATTTGGCCGCGGGAGTGGCT 
AGTGAGCTTGAGGCTCAGACAGGTGCAATTGTGCGGGCAGCGCACAAAGTGGGTGTGAAA 
ACTCCGCTTCATGACCTTATTTATGCTGGTCTTAAGCTGAAAGAAGAGGAAAATTCACTT 

>RXA008 38-ciownstream 
TAG G G AT AG AAT C AAG AT CCATG 

>RXA008 63-upstream 

AACGGTCAGTTAGGTATGGATATCAGCACCTTCTGAACGGGTACGTCTAGACTGGTGGGC 
GTTTGAAAAACTCTTCGCCCCACGAAAATGAAGGAGCATA 

>RXA008 63 

ATGGGAATCAAGGTTGGCGTTCTCGGAGCCAAAGGCCGTGTTGGTCAAACTATTGTGGCA 
GCAGTCAATGAGTCCGACGATCTGGAGCTTGTTGCAGAGATCGGCGTCGACGATGATTTG 
AGCCTTCTGGTAGACAACGGCGCTGAAGTTGTCGTTGACTTCACCACTCCTAACGCTGTG 
ATGGGCAACCTGGAGTTCTGCATCAACAACGGCATTTCTGCGGTTGTTGGAACCACGGGC 
TTCGATGATGCTCGTTTGGAGCAGGTTCGCGACTGGCTTGAAGGAAAAGACAATGTCGGT 
GTTCTGATCGCACCTAACTTTGCTATCTCTGCGGTGTTGACCATGGTCTTTTCCAAGCAG 
GCTGCCCGCTTCTTCGAATCAGCTGAAGTTATTGAGCTGCACCACCCCAACAAGCTGGAT 
GCACCTTCAGGCACCGCGATCCACACTGCTCAGGGCATTGCTGCGGCACGCAAAGAAGCA 
GGCATGGACGCACAGCCAGATGCGACCGAGCAGGCACTTGAGGGTTCCCGTGGCGCAAGC 
GTAGATGGAATCCCGGTTCATGCAGTCCGCATGTCCGGCATGGTTGCTCACGAGCAAGTT 
ATCTTTGGCACCCAGGGTCAGACCTTGACCATCAAGCAGGACTCCTATGATCGCAACTCA 
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TTTGCACCAGGTGTCTTGGTGGGTGTGCGCAACATTGCACAGCACCCAGGCCTAGTCGTA 
GGACTTGAGCATTACCTAGGCCTG 

>RXA008.63-downstream 
TAAAGGCTCATTTCAGCAGCGGG 



>RXA00 8 64 -upstream 

ACAGCACCCAGGCCTAGTCGTAGGACTTGAGCATTACCTAGGCCTGTAAAGGCTCATTTC 
AGCAGCGGGTGGAATTTTTTAAAAGGAGCGTTTAAAGGCT 

>RXA00864 

GTGGCCGAACAAGTTAAATTGAGCGTGGAGTTGATAGCGTGCAGTTCTTTTACTCCACCC 
GCTGATGTTGAGTGGTCAACTGATGTTGAGGGCGCGGAAGCACTCGTCGAGTTTGCGGGT 
CGTGCCTGCTACGAAACTTTTGATAAGCCGAACCCTCGAACTGCTTCCAATGCTGCGTAT 
CTGCGCCACATCATGGAAGTGGGGCACACTGCTTTGCTTGAGCATGCCAATGCCACGATG 
TATATCCGAGGCATTTCTCGGTCCGCGACCCATGAATTGGTCCGACACCGCCATTTTTCC 
TTCTCTCAACTGTCTCAGCGTTTCGTGCACAGCGGAGAATCGGAAGTAGTGGTGCCCACT 
CTCATCGATGAAGATCCGCAGTTGCGTGAACTTTTCATGCACGCCATGGATGAGTCTCGG 
TTCGCTTTCAATGAGCTGCTTAATGCGCTGGAAGAAAAACTTGGCGATGAACCGAATGCA 
CTTTTAAGGAAAAAGCAGGCTCGTCAAGCAGCTCGCGCTGTGCTGCCCAACGCTACAGAG 
TCCAGAATCGTGGTGTCTGGAAACTTCCGCACCTGGAGGCATTTCATTGGCATGCGAGCC 
AGTGAACATGCAGACGTCGAAATCCGCGAAGTAGCGGTAGAATGTTTAAGAAAGCTGCAG 
GTAGCAGCGCCAACTGTTTTCGGTGATTTTGAGATTGAAACTTTGGCAGACGGATCGCAA 
ATGGCAACAAGCCCGTATGTCATGGACTTT 

>RXA008 64 -downstream 
TAACGCAAAGCTCACACCCACGA 

>RXA008 65-upstream 

TTATCGGAATGTGGCTTGGGCGATTGTTATGCAAAAGTTGTTAGGTTTTTTGCGGGGTTG 
T T T AAC C C C C AAAT G AGG GAA G AAG G T AAC C T T G AAC T C T 

>RXA008 65 

ATGAGCACAGGTTTAACAGCTAAGACCGGAGTAGAGCACTTCGGCACCGTTGGAGTAGCA 
ATGGTTACTCCATTCACGGAATCCGGAGACATCGATATCGCTGCTGGCCGCGAAGTCGCG 
GCTTATTTGGTTGATAAGGGCTTGGATTCTTTGGTTCTCGCGGGCACCACTGGTGAATCC 
CCAACGACAACCGCCGCTGAAAAACTAGAACTGCTCAAGGCCGTTCGTGAGGAAGTTGGG 
GATCGGGCGAAGCTCATCGCCGGTGTCGGAACCAACAACACGCGGACATCTGTGGAACTT 
GCGGAAGCTGCTGCTTCTGCTGGCGCAGACGGCCTTTTAGTTGTAACTCCTTATTACTCC 
AAGCCGAGCCAAGAGGGATTGCTGGCGCACTTCGGTGCAATTGCTGCAGCAACAGAGGTT 
CCAATTTGTCTCTATGACATTCCTGGTCGGTCAGGTATTCCAATTGAGTCTGATACCATG 
AGACGCCTGAGTGAATTACCTACGATTTTGGCGGTCAAGGACGCCAAGGGTGACCTCGTT 
GCAGCCACGTCATTGATCAAAGAAACGGGACTTGCCTGGTATTCAGGCGATGACCCACTA 
AACCTTGTTTGGCTTGCTTTGGGCGGATCAGGTTTCATTTCCGTAATTGGACATGCAGCC 
CCCACAGCATTACGTGAGTTGTACACAAGCTTCGAGGAAGGCGACCTCGTCCGTGCGCGG 
GAAATCAACGCCAAACTATCACCGCTGGTAGCTGCCCAAGGTCGCTTGGGTGGAGTCAGC 
TTGGCAAAAGCTGCTCTGCGTCTGCAGGGCATCAACGTAGGAGATCCTCGACTTCCAATT 
ATGGCTCCAAATGAGCAGGAACTTGAGGCTCTCCGAGAAGACATGAAAAAAGCTGGAGTT 
CTA 

>RXA008 65-downstream 
TAAATATGAAT GAT TCCCG AAAT 

>RXA008 67 

TTCGGCGACATGGACTTCAAGGTTGCCGGCACCGCAGACTTCATCACCGCACTTCAGCTG 
GACACCAAGCTGGACGGCATTCCTTCCAAGGTGCTCTCCGATGCGCTTGAGCAGGCACGC 
GATGCCCGACTGACCATCCTGAACACCATGGCTGATGTCATCAACGGACCTGATGAGATG 
AGCAAGTTCGCTCCTCGCATCACCACCGTGAAGATCCCAGTGGCAAAGATCGGTGAGCTG 
ATCGGACCAAAGGGTAAGAACATCAACGCTCTTACCGAAGAGACCGGCGCAAACATCTCC 
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ATCGAAGATGACGGCACCGTGTTCATCTCTGCAGCTGACGGCGCATCTGCTGAAGCGGCG 
ATCGAAAAGATCAACGCTCTGGCGAACCCACAGCTGCCAAAGGTTGGCGAGCGCTTCCTC 
GGAACCGTCGTCAAGACCACCGCATTCGGAGCATTCGTTTCCTTGCTCCCAGGCCGCGAC 
GGCCTTGTTCACATCTCCAAGCTGGGTAACGGCAAGCGAGTAGAAAAGGTCGACGATGTG 
GTGAAGGTTGGCGAGAAGATTCAGGTCGAAATCGCTGACATCGACAACCGCGGCAAGATC 
TCCTTGGTCCCAGTTGTTGAAGAGGAC 

>RXA008 67-downstream 
TAATTAGTTCTGGCTAGATCGGG 

>RXA00873 

ACTGCCCAATGGGGTATTTTCCTGCGTAATCATGATGAGCTCACCCTTGAAATGGTCTCC 
GATGAGGAACGCAGCTACATGTACTCCCAATTCGCCTCCGAACCTCGCATGCGCGCCAAC 
GTAGGAATCCGCAGGCGCCTTTCCCCACTGCTTGAAGGCGACCGCAACCAGCTGGAACTC 
CTTCACGGTTTGTTGCTGTCTCTACCTGGCTCACCCGTGTTGTATTACGGTGATGAAATT 
GGCATGGGCGACAATATCTGGCTCCACGACCGCGACGGAGTGCGCACCCCCATGCAGTGG 
TCCAACGACCGCAACGGTGGTTTCTCCAAAGCTGATCCTGAACGCCTGTACCTTCCAGCG 
ATCCAAAATGATCAATACGGCTACGCCCAAGTAAACGTGGAAAGCCAACTCAACCGCGAA 
AACTCCCTGCTGCGCTGGCTCCGAAACCAAATCCTTATCCGCAAGCAGTACCGCGCATTT 
GGTGCCGGAACCTACCGTGAAGTGTCCTCCACCAATGAGTCAGTGTTGACATTTTTACGA 
GAACACAAGGGCCAAACCATTTTGTGTGTCAAC7\ACATGAGCAAATATCCTCAGGCAGTC 
TCGCTTGATTTGCGTGAATTTGCAGGACACACCCCTCGAGAGATGTCGGGCGGGCAGCTG 
TTCCCTACCATTGCTGAACGGGAGTGGATTGTCACTTTAGCCCCTCACGGATTCTTCTGG 
TTTGATCTCACCGCCGATGAAAAGGACGATATGGAA 

>RXA008 7 3-downstream 
TGAGCATTGGCCAACACATCATC 

>RXA0 08 8 4-upstream 

CATCTTCCGTTTCATACCCTGCACTCTACCCTGTTCTTAGGAATTCGCTATGTTTAACAT 
CAATTAATCATGTATAGGGGGCAGGCACTAGGCTTGGGGC 

>RXA008 8 4 

ATGTCAGTTTTTGGTGTGTATATTCATGTGCCGTTTTGTTCAACTCGGTGCGGTTATTGC 
GATTTCAACACCTATACTGCTGGGGAATTAGGTAGTACTGCAGGCCCGGACACCTATCTT 
GACTCGTTGGAAGTTGAGTTGGAGATGGCTGTGGCTTCGCTGGATAATCCTCGGCAGGCG 
GAAACTATCTTTATTGGCGGGGGTACCCCGTCGTTGATTGGTGCGGACGGTTTGGCCAGG 
GTTTTGGGGGCTGTGCGCAATACTTTTGGCATTGCGGATGGTGCGGAAGTCACCACGGAG 
TCCAATCCGGAGTCTACCTCGCCTGAGTTTTTTGATGGCCTGCGTGAGGCGGGCTACAAC 
AGGATTTCGTTAGGGATGCAGTCGGCGTCGTCAAGCGTTTTGAAGGTGCTGGACCGCACG 
CACACCCCAGGGCGCCCGGTGGCGGCGGCCAAGGAGGCACGTGAGGCGGGGTTTGAGCAT 
GTCAATTTGGACATGATTTATGGCACGCCGACAGAGACCGATGATGATGTCCGCAAGACG 
CTGAATGCGGTGCTCGAAGCGAACGTGGATCACGTGTCTGCCTATTCCTTGATCGTGAAA 
GATGGCACGGCGATGGCGCGCAAGGTGCACAAGGGCGAGCTGCCAGCGCCGGACGAGGAT 
GTCTACGCTGATCGTTTTGAGCTTATCGACGCTCGCCTGCGCTCAGCTGGTTTCGATTGG 
TACGAGGTGTCCAACTGGGCGAAACCCGGCGGAGAATGCAAGCACAACATGGGCTATTGG 
GTCGACGGCGACTGGTGGGGCGCGGGCCCGGGCGCGCACTCGCACATCGGCGACCGCCGC 
TTCTACAACATCAAGCACCCAGCGCGTTACTCCGCGCAGATTGCGGCCGGCGAGCTGCCC 
ATTAAGGAAACAGAGCGGCTGACGGCGGAAGATCACCACACCGAGCGCGTCATGCTTGGT 
TTGCGCCTGAAACAAGGCGTGCCGCTGAACCTTTTCGCACCCGCAGCGCGCCCGGTCATC 
GACCGTCATATCGCAGGGGGCCTGCTGCACGTCAATGCGCTGGGCAACCTGGCGGTGACC 
GATGCGGGACGTTTGCTTGCCGACGGCATCATCGCCGACATTTTGCTTAGTGAAGAAGAC 

>RXA008 8 4 -downstream 
TAAATATTTAGTAGGGTTACAGA 

>RXA008 91-upstream 

TCAATATTCCGAAGAAAACCGCGCAGCTCTCTCACTAGTCTCAGGTGAGGCGAAAGTGGT 
GAAAGACCCGCTACGCATGGTGCGCCTGGCTTTTTAGAAT 

>RXA008 91 
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GTGCTGCAAACCTCCTGGCATTTCTCTATCCTGGCAGGCATGACTGATACCTCTCCGTTG 
AATTCTCAGCCGAGTGCAGATCACCACCCTGATCACGCGGCTCGCCCAGTTCTTGATGCC 
CACGGCTTGATCGTTGAGCACGAATCGGAAGAGTTTCCAGTCCCCGCACCCGCTCCCGGT 
GAACAGCCCTGGGAGAAGAAAAACCGCGAGTGGTACAAAGACGCCGTTTTCTACGAAGTG 
CTGGTTCGTGCCTTCTACGATCCAGAAGGCAACGGAGTCGGATCGTTGAAAGGCCTGACC 
GAAAAACTGGATTACATCCAGTGGCTCGGCGTGGATTGCATTTGGATCCCACCGTTTTAT 
GATTCCCCACTGCGCGACGGCGGTTACGATATCCGCAACTTCCGTGAAATCCTGCCCGAA 
TTCGGCACCGTCGATGACTTCGTGGAACTCGTTGACCACGCCCACCGCCGTGGCCTGCGT 
GTTATCACCGACTTGGTCATGAATCACACCTCCGACCAGCACGCATGGTTCCAAGAATCC 
CGGCGCGACCCAACCGGCCCCTACGGAGATTTCTATGTGTGGAGCGATGATCCCACCCTG 
TACAACGAAGCCCGCATCATCTTTGTAGATACAGAAGAATCCAACTGGACCTATGATCCG 
GTGCGTGGCCAGTACTTCTGGCACCGCTTCTTCTCCCACCAACCAGACCTCAACTACGAC 
AACCCCGCAGTCCAAGAGGCCATGCTAGATGTCTTGCGTTTCTGGCTGGACCTGGGACTT 
GATGGTTTCCGACTAGATGCCGTTCCTTATCTTTTTGAACGCGAAGGCACCAACGGCGAA 
AACCTCAAAGAAACCCACGATTTCCTCAAACTGTGTCGCTCTGTCATTGAGAAGGAATAC 
CCCGGCCGAATCCTGCTCGCAGAAGCCAACCAATGGCCCCAAGATGTGGTCGAATACTTC 
GGTGAAAAAGACAAAGGCGATGAATGCCACATGGCCTTCCAC 



>RXAO 0 95 2 -upstream 

CATCCTCGTCTCCCTATCCGGCCGTGGCGACAAGGACGTTGACCACGTGCGCCGCACCCT 
C GAAGAAAAT C C AG AAC T G AT C C T G AAG G AC AAC C G 

>RXA00 952 

ATGAGCCGTTACGACGATCTTTTTGCACGCCTCGACACGGCAGGGGAGGGCGCCTTTGTT 
CCCTTCATCATGCTGAGCGACCCTTCACCAGAGGAGGCTTTCCAGATCATCTCCACAGCA 
ATCGAAGCTGGCGCAGATGCACTGGAACTTGGCGTACCTTTCTCCGACCCAGTTGCCGAT 
GGCCCCACCGTCGCGGAATCCCACCTCCGCGCACTCGACGGCGGCGCCACCGTAGACAGC 
GCACTCGAGCAGATCAAGCGCGTGCGCGCAGCCTACCCAGAGGTTCCCATCGGAATGCTC 
ATCTACGGCAACGTTCCTTTCACCCGTGGCTTGGATCGCTTCTACCAAGAGTTCGCTGAA 
GCTGGCGCAGACTCCATCCTCCTGCCAGACGTCCCAGTCCGAGAAGGCGCACCGTTTTCT 
GCAGCAGCTGCAGCAGCCGGAATTGATCCCATTTACATCGCTCCGGCCAACGCCAGCGAG 
AAAACCCTCGAGGGTGTCTCCGCCGCATCAAAGGGCTACATCTACGCCATCTCCCGCGAC 
GGCGTCACCGGCACCGAACGTGAATCATCCACCGACGGCCTGTCCGCAGTGGTGGACAAC 
ATCAAGAAATTTGATGGCGCACCCATCCTCTTGGGCTTCGGCATCTCATCCCCTCAGCAC 
GTGGCAGACGCGATTGCAGCGGGTGCTTCCGGTGCGATCACGGGTTCCGCGATCACCAAG 
ATCATTGCTTCCCACTGCGAAGGTGAGCACCCGAACCCGTCCACCATTCGAGATATGGAC 
GGTTTGAAGAAGGATCTCACTGAGTTCATCTCTGCGATGAAGGCAGCGACCAAGAAGGTT 

>RXA00 95 2 -downstream 
TAGGCCTTTAAATGTGGCAATGT 

>RXA00 954 

TTCCTGTTCGCACCTGCGTACAACCCTGCGATTGCGCATGTGCAGCCGGTTCGCCAGGCG 
CTGAAATTCCCCACCATCTTCAACACGCTTGGACCATTGCTGTCCCCGGCGCGCCCGGAG 
CGTCAGATCATGGGCGTGGCCAATGCCAATCATGGACAGCTCATCGCCGAGGTCTTCCGC 
GAGTTGGGCCGTACACGCGCGCTTGTTGTGCATGGCGCAGGCACCGATGAGATCGCAGTC 
CACGGCACCACCTTGGTGTGGGAGCTTAAAGAAGACGGCACCATCGAGCATTACACCATC 
GAGCCTGAGGACCTTGGCCTTGGCCGCTACACCCTTGAGGATCTCGTAGGTGGCCTCGGC 
ACTGAGAACGCCGAAGCTATGCGCGCTACTTTCGCGGGCACCGGCCCTGATGCACACCGT 
GATGCGTTGGCTGCGTCCGCAGGTGCGATGTTCTACCTCAACGGCGATGTCGACTCCTTG 
AAAGATGGTGCACAAAAGGCGCTTTCCTTGCTTGCCGACGGCACCACCCAGGCATGGTTG 
GCCAAGCACGAAGAGATCGATTACTCAGAAAAGGAGTCTTCCAATGAC 

>RXA0 0 95 4 -downstream 
TAGTAATAATCTGCCCACAGTGT 



>RXA00 955-upstream 

GATGGTGCACAAAAGGCGCTTTCCTTGCTTGCCGACGGCACCACCCAGGCATGGTTGGCC 
AAG C AC G AAG AG A T C GAT T AC T C AG AAAAG GAG T C T T C C A 
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>RXA00 955 

ATGACTAGTAATAATCTGCCCACAGTGTTGGAAAGCATCGTCGAGGGTCGTCGCGGACAC 
CTGGAGGAAATTCGCGCTCGCATCGCTCACGTGGATGTGGATGCGCTTCCAAAATCCACC 
CGTTCTCTGTTTGATTCCCTCAACCAGGGTAGGGGAGGGGCGCGTTTCATCATGGAGTGC 
AAGTCCGCATCGCCTTCTTTGGGAATGATTCGTGAGCACTACCAGCCGGGTGAAATCGCT 
CGCGTGTACTCTCGCTACGCCAGCGGCATTTCCGTGCTGTGCGAGCCGGATCGTTTTGGT 
GGCGAT TACGATCACCTCGCTACCGTTGCCGCTACCTCTCATCTTCCGGTGCTGTGCAAA 
GACTTCATCATTGATCCTGTCCAGGTACACGCGGCGCGTTACTTTGGTGCTGATGCCATC 
CTGCTCATGCTCTCTGTGCTTGATGATGAAGAGTACGCAGCACTCGCTGCCGAGGCTGCG 
CGTTTTGATCTGGATATCCTCACCGAGGTTATTGATGAGGAGGAAGTCGCCCGCGCCATC 
AAGCTGGGTGCGAAGATCTTTGGCGTCAACCACCGCAACCTGCATGATCTGTCCATTGAT 
TTGGATCGTTCACGTCGCCTGTCCAAGCTCATTCCAGCAGATGCCGTGCTCGTGTCTGAG 
TCTGGCGTGCGCGATACCGAAACCGTCCGCCAGCTAGGTGGGCACTCCAATGCATTCCTC 
GTTGGCTCCCAGCTGACCAGCCAGGAAAACGTCGATCTGGCAGCCCGCGAATTAGTCTAC 
GGCCCCAACAAAGTCTGCGGACTCACCTCACCAAGTGCAGCACAAACCGCTCGCGCAGCG 
GGTGCGGTCTACGGCGGGCTCATCTTCGAAGAGGCATCGCCACGCAATGTTTCACGTGAA 
ACATTGCAAAAAATCATCGCCGCAGAGCCCAACCTGCGCTACGTCGCGGTCAGCCGTCGC 
ACCTCCGGGTACAAGGATTTGCTTGTCGACGGCATCTTCGCCGTACAAATCCACGCCCCA 
CTGCAGGACAGCGTCGAAGCAGAAAAGGCATTGATCGCCGCCGTTCGTGAAGAGGTTGGA 
CCGCAGGTCCAGGTCTGGCGCGCGATCTCGATGTCCAGCCCCTTGGGGGCTGAAGTGGCA 
GCTGCGGTGGAGGGTGACGTCGATAAGCTAATTCTTGATGCCCATGAAGGTGGCAGCGGG 
GAAGTATTCGACTGGGCTACGGTGCCGGCCGCTGTGAAGGCAAAGTCTTTGCTCGCGGGA 
GGCATCTCTCCGGACAACGCTGCGCAGGCACTCGCTGTGGGCTGCGCAGGTTTGGACATC 
AACTCTGGCGTGGAATACCCCGCCGGTGCAGGCACGTGGGCTGGGGCGAAAGACGCCGGC 
GCGCTGCTGAAAATTTTAGCGACCATCTCCACATTCCATTAC 

>RXA0 0 95 5 -downstream 
TAAAG G T T T AAAT AG GAT CAT G A 



>RXA0 0 95 6-upst ream 

GCCGGTGCAGGCACGTGGGCTGGGGCGAAAGACGCCGGCGCGCTGCTGAAAATTTTAGCG 
AC CAT C T CC AC AT T CC AT T AC T AAAGG T T T AAAT AGGAT C 

>RXA0 0 95 6 

ATGACTGAAAAAGAAAACTTGGGCGGCTCCACGCTGCTGCCTGCATACTTCGGTGAATTC 
GGCGGCCAGTTCGTCGCGGAATCCCTCCTGCCTGCTCTCGACCAGCTGGAGAAGGCCTTC 
GTTGACGCGACCAACAGCCCAGAGTTCCGCGAAGAACTCGGCGGCTACCTCCGCGATTAC 
CTCGGCCGCCCAACCCCGCTGACCGAATGCTCCAACCTGCCACTCGCAGGCGAAGGCAAA 
GGCTTTGCGCGGATCTTCCTCAAGCGCGAAGACCTCGTCCACGGCGGTGCACACAAAACT 
AACCAGGTGATCGGCCAGGTGCTGCTTGCCAAGCGCATGGGCAAAACCCGCATCATCGCA 
GAGACCGGCGCAGGCCAGCACGGCACCGCCACCGCTCTCGCATGTGCGCTCATGGGCCTC 
GAGTGCGTTGTCTACATGGGCGCCAAGGACGTTGCCCGCCAGCAGCCCAACGTCTACCGC 
ATGCAGCTGCACGGCGCGAAGGTCATCCCCGTGGAATCTGGTTCCGGCACCCTGAAGGAC 
GCCGTGAATGAAGCGCTGCGCGATTGGACCGCAACCTTCCACGAGTCCCACTACCTTCTC 
GGCACCCCCGCCGGCCCGCACCCATTCCCAACCATCGTGCGTGAATTCCACAAGGTGATC 
TCTGAGGAAGCCAAGGCACAGATGCTAGAGCGCACCGGCAAGCTTCCCGACGTTGTGGTC 
GCCTGTGTCGGTGGTGGCTCCAACGCCATCGGCATGTTCGCAGACTTCATTGACGATGAA 
GGTGTAGAGCTCGTCGGCGCTGAGCCAGCCGGTGAAGGCCTCGACTCCGGCAAGCACGGC 
GCAACCATCACCAACGGTCAGATCGGCATCCTGCACGGCACCCGTTCCTACCTGATGCGC 
AACTCCGACGGCCAAGTGGAAGAGTCCTACTCCATCTCCGCCGGACTTGATTACCCAGGC 
GTCGGCCCACAGCACGCACACCTGCACGCCACCGGCCGCGCCACCTACGTTGGTAT'CACC 
GACGCCGAAGCCCTCCAAGCATTCCAGTACCTCGCCCGCTACGAAGGCATCATCCCCGCA 
CTGGAATCCTCACACGCGTTCGCCTACGCACTCAAGCGCGCCAAGACCGCC 



>RXA00 957 

GATTTCTTAGAAACCTTTGAAACGCTCCCCGCTGTCGAGGAGAGCGTCAACACTTACCCC 
GATTACCAGTTCGTCCTCGCGGAAATCGTCCTGGACATCAATCACCAGGACCAGACCGCC 
AAACTCGCCGGCGTCTCCAACGCCCCAGGCGAGCTCGAGGCCGAGCTCAACAAGCTTTCA 
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TTGCTTATCGACGCCGCCCTCCCCGCAACCGAACACGCCTACCAAACCACCCCTCACGAC 
GGCGACACTCTTCGCGTTGTGGCTGATATTCCCGATGCTCAGTTCCGCACCCAGATCAAT 
GAGCTGAAAGAAAACATTTACAACGGTGACATCTACCAAGTTGTCCCGGCGCGCACTTTC 
ACCGCACCATGTCCTGATGCATTCGCTGCTTATCTGCAGCTGCGTGCCACCAACCCGTCG 
CCGTACATGTTCTATATCCGTGGCCTCAACGAAGGCCGCTCCTATGAACTTTTTGGCGCA 
TCCCCTGAGTCCAACCTCAAGTTCACCGCTGCTAACCGTGAGCTGCAGCTGTACCCAATC 
GCAGGTACCCGCCCCCGTGGACTCAACCCAGATGGCTCCATCAACGATGAGCTAGATATC 
CGCAATGAGTTGGATATGCGCACTGATGCCAAAGAGATCGCGGAGCACACCATGCTTGTC 
GATCTCGCCCGCAACGACCTGGCCCGCGTCTCGGTCCCAGCGTCGCGCCGGGTTGCGGAT 
CTTTTGCAGGTGGATCGCTATTCCCGCGTGATGCACTTGGTGTCCCGTGTGACGGCGACG 
TTGGACCCAGAGCTTGATGCTTTGGACGCCTATCGGGCGTGCATGAATATGGGCACGTTG 
ACCGGCGCTCCGAAGTTGCGCGCTATGGAGCTGTTGCGCGGCGTCGAAAAGCGCAGGCGT 
GGTTCTTATGGTGGGGCAGTGGGGTACCTGCGCGGCAATGGCGATATGGATAATTGCATT 
GTTATTCGTTCGGCGTTTGTCCAGGATGGTGTGGCTGCTGTGCAGGCTGGTGCTGGTGTG 
GTCCGCGATTCTAATCCTCAATCTGAAGCCGATGAGACGTTGCACAAGGCGTATGCCGTG 
TTGAATGCCATTGCGCTTGCTGCTGGTTCCACTTTGGAGGTCATCCGA 

>RXA00 957 -downstream 

T G AC AC AC GTTGTTCTCATT GAT 



>RXAO 0 95 8 -upstream 

ATTCTAATCCTCAATCTGAAGCCGATGAGACGTTGCACAAGGCGTATGCCGTGTTGAATG 
CCATTGCGCTTGCTGCTGGTTCCACTTTGGAGGTCATCCG 

>RXA00 95 8 

ATGACACACGTTGTTCTCATTGATAATCACGATTCTTTTGTCTACAACCTGGTGGATGCG 
TTCGCCGTGGCCGGTTATAAGTGCACGGTGTTCCGCAATACGGTGCCAGTGGAAACCATT 
TTGGCAGCCAACCCGGACCTGATCTGCCTTTCACCTGGACCTGGTTACCCTGCCGATGCG 
GGCAACATGATGGCGCTGATCGAGCGCACACTCGGCCAGATTCCTTTACTGGGTATTTGC 
CTCGGCTACCAGGCACTCATCGAATACCACGGCGGCAAGGTTGAGCCTTGTGGCCCTGTG 
CACGGCACCACCGACAACATGATCCTTACTGATGCAGGTGTGCAGAGCCCTGTTTTTGCA 
GGTCTTGCCACTGATGTTGAGCCTGATCATCCAGAAATCCCAGGCCGCAAGGTTCCAATT 
GGCCGTTATCACTCACTGGGCTGCGTGGTTGCCCCAGACGGTATTGAATCACTAGGTACC 
TGTTCCTCGGAGATTGGTGATGTCATCATGGCGGCACGCACCACCGATGGAAAGGCCATT 
GGCCTGCAGTTTCACCCTGAGTCAGTGCTAAGCCCAACGGGTCCTGTCATTTTGTCCCGC 
TGTGTCGAACAGCTTCTCGCGAAC 

>RXA0 0 95 8 -downstream 

T AAT AAAAAAAGG AT T T GAT T C A 



>RXA00 97 0-upstream 

GAATCTGATCTTTCCCGCACCGTTGAACTGCTGAAGGCTAAGCCTGTTGTTAAGGCAATC 
AAC AG T G T G A T C C G C C T C G AAAG G G AC T AAT T T T AC T G AC 

>RXA0097 0 

ATGGCAATTGAACTGAACGTCGGTCGTAAGGTTACCGTCACGGTACCTGGATCTTCTGCA 
AACCTCGGACCTGGCTTTGACACTTTAGGTTTGGCACTGTCGGTATACGACACTGTCGAA 
GTGGAAATTATTCCATCTGGCTTGGAAGTGGAAGTTTTTGGCGAAGGCCAAGGCGAAGTC 
CCTCTTGATGGCTCCCACCTGGTGGTTAAAGCTATTCGTGCTGGCCTGAAGGCAGCTGAC 
GCTGAAGTTCCTGGATTGCGAGTGGTGTGCCACAACAACATTCCGCAGTCTCGTGGTCTT 
GGCTCCTCTGCTGCAGCGGCGGTTGCTGGTGTTGCTGCAGCTAATGGTTTGGCGGATTTC 
CCGCTGACTCAAGAGCAGATTGTTCAGTTGTCCTCTG.CCTTTGAAGGCCACCCAGATAAT 
GCTGCGGCTTCTGTGCTGGGTGGAGCAGTGGTGTCGTGGACAAATCTGTCTATCGACGGC 
AAGAGCCAGCCACAGTATGCTGCTGTACCACTTGAGGTGCAGGACAATATTCGTGCGACT 
GCGCTGGTTCCTAATTTCCACGCATCCACCGAAGCTGTGCGCCGAGTCCTTCCCACTGAA 
GTCACTCACATCGATGCGCGATTTAACGTGTCCCGCGTTGCAGTGATGATCGTTGCGTTG 
CAGCAGCGTCCTGATTTGCTGTGGGAGGGTACTCGTGACCGTCTGCACCAGCCTTATCGT 
GCAGAAGTGTTGCCTATTACCTCTGAGTGGGTAAACCGCCTGCGCAACCGTGGCTACGCG 
GCATACCTTTCCGGTGCCGGCCCAACCGCCATGGTGCTGTCCACTGAGCCAATTCCAGAC 
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AAGGTTTTGGAAGATGCTCGTGAGTCTGGCATTAAGGTGCTTGAGCTTGAGGTTGCGGGA 
CCAGTCAAGGTTGAAGTTAACCAACCT 

>RXA0 0 97 0 -downstream 
TAGGCCCAACAAGGAAGGCCCCC 

>RXA00 97 2 

CCTGCACCTGGTTGGCGTTTCCGCACCGGAGAAGATGTAACAATGGCTACAGTTGAAAAT 
TTCAATGAACTTCCCGCACACGTATGGCCACGCAATGCCGTGCGCCAAGAAGACGGCGTT 
GTCACCGTCGCTGGTGTGCCTCTGCCTGACCTCGCTGAAGAATACGGAACCCCACTGTTC 
GTAGTCGACGAGGACGATTTCCGTTCCCGCTGTCGCGACATGGCTACCGCATTCGGTGGA 
CCAGGCAATGTGCACTACGCATCTAAAGCGTTCCTGACCAAGACCATTGCACGTTGGGTT 
GATGAAGAGGGGCTGGCACTGGACATTGCATCCATCAACGAACTGGGCATTGCCCTGGCC 
GCTGGTTTCCCCGCCAGCCGTATCACCGCGCACGGCAACAACAAAGGCGTAGAGTTCCTG 
CGCGCGTTGGTTCAAAACGGTGTGGGACACGTGGTGCTGGACTCCGCACAGGAACTAGAA 
CTGTTGGATTACGTTGCCGCTGGTGAAGGCAAGATTCAGGACGTGTTGATCCGCGTAAAG 
CCAGGCATCGAAGCACACACCCACGAGTTCATCGCCACTAGCCACGAAGACCAGAAGTTC 
GGATTCTCCCTGGCATCCGGTTCCGCATTCGAAGCAGCAAAAGCCGCCAACAACGCAGAA 
AACCTGAACCTGGTTGGCCTGCACTGCCACGTTGGTTCCCAGGTGTTCGACGCCGAAGGC 
TTCAAGCTGGCAGCAGAACGCGTGTTGGGCCTGTACTCACAGATCCACAGCGAACTGGGC 
GTTGCCCTTCCTGAACTGGATCTCGGTGGCGGATACGGCATTGCCTATACCGCAGCTGAA 
GAACCACTCAACGTCGCAGAAGTTGCCTCCGACCTGCTCACCGCAGTGGGAAAAATGGCA 
GCGGAACTAGGCATCGACGCACCAACCGTGCTTGTTGAGCCCGGCCGCGCTATCGCAGGC 
CCCTCCACCGTGACCATCTACGAAGTCGGCACCACCAAAGACGTCCACGTAGACGACGAC 
AAAACCCGCCGTTACATCGCCGTGGACGGAGGCATGTCCGACAACATCCGCCCAGCACTC 
TACGGGTCCGAATACGACGCCCGCGTAGTATCCCGCTTCGCCGAAGGAGACCCAGTAAGC 
ACCCGCATCGTGGGCTCCCACTGCGAATCCGGCGATATCCTGATCAACGATGAAATCTAC 
CCATCTGACATCACCAGCGGCGACTTCCTTGCACTCGCAGCCACCGGCGCATACTGCTAC 
GCCATGAGCTCCCGCTACAACGCCTTCACACGGCCCGCCGTCGTGTCCGTCCGCGCTGGC 
AGCTCCCGCCTCATGCTGCGCCGCGAAACGCTCGACGACATCCTCTCACTAGAGGCA 

>RXA00 97 2 -downstream 
TAACGCTTTTCGACGCCTGACCC 



>RXA00 97 4 -upstream 

CTATAGTGGCTAGGTACCCTTTTTGTTTTGGACACATGTAGGGTGGCCGAAACAAAGTAA 
TAG GACAACAAC G C T C G AC C G C GAT TATTTTTGGAGAATC 

>RXA00 97 4 

ATGACCTCAGCATCTGCCCCAAGCTTTAACCCCGGCAAGGGTCCCGGCTCAGCAGTCGGA 
ATTGCCCTTTTAGGATTCGGAACAGTCGGCACTGAGGTGATGCGTCTGATGACCGAGTAC 
GGTGATGAACTTGCGCACCGCATTGGTGGCCCACTGGAGGTTCGTGGCATTGCTGTTTCT 
GATATCTCAAAGCCACGTGAAGGCGTTGCACCTGAGCTGCTCACTGAGGACGCTTTTGCA 
CTCATCGAGCGCGAGGATGTTGACATCGTCGTTGAGGTTATCGGCGGCATTGAGTACCCA 
CGTGAGGTAGTTCTCGCAGCTCTGAAGGCCGGCAAGTCTGTTGTTACCGCCAATAAGGCT 
CTTGTTGCAGCTCACTCTGCTGAGCTTGCTGAT 

>RXA00 981-upstream 

AACCAATGGCTGGGTACTGATGTGGTGATCAGTGCCCAGTTTCTTCTTTCTACTAGTGTC 
G G AT AG AAG T AC C C C C AG T C C AG AAT G AAG G T C AC C AC C A 

>RXA00981 

ATGTCAGAGAATTTGCCAGCGCCCGAGAATCTCCTGGACGCCGAGAGAATTCAGATGATC 
AAGAACTTCCGCAACGAATTAACGGGGTTCATGCTCAACTACCAATTTGGCATTGATGAG 
ATCCTGACCAAGATCAACATCCTGAAAACTGAATTCAGCCAGCTGCACGAATACGCACCT 
ATCGAGCACGTATCTTCACGATTGAAGACACCAGAAAGCATCGTCAAAAAGGTCATCCGA 
AAAGGAGACGAGCTCTCCCTCGCAGCTATCAAAGACACAGTGTTTGATATCGCAGGCATT 
CGAATCGTCTGCAGTTTCCTCAAAGATGCCTACGCAATCGCCGATATGCTGACCAACCAA 
AAAGACGTCACGGTCATCGAGGCCAAAGACTACATCGCTAACCCAAAGCCGAACGGCTAC 
AAGAGTTTGCACCTTATCCTCCAAGTGCCTGTCTTCCTGTCTAACTCCGTGGAAAAGGTC 
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AATGTTGAAGTCCAGATCCGCACCATTGCCATGGACTTCTGGGCAAGCCTCGAGCACAAA 
ATCTACTACAAATTTGAACAAGAAGTTCCTCAGTCAATCCTTGATGAGCTCAGTGAAGAT 
G G AAAG AAT C C AC G GG G AAG T G AAG T C AC T 

>RXA00981-downstream 

T AAAC C T C C AG T T G AAAC C AC T G 

>RXA00989 

GGAATTGGCCTAGTGGCTAACAACGACGGAATCTTTGATTCCGAAAATGATGACATCACC 
GTAGGCGATGTCACGTTGGGCGAGACTGGACTGTCTTTGCCCATCGATCTCGCCGGTGAG 
GTAGAAGCACCTGCCTCCGAGGAGATCACCCAAGAAGATTTGCTGCGCCTTGCCCAGGTG 
GAAGCAGAGTTGGATCAACGTTGGTTGGAAACCAAAATTGATCCCACTTTCCGACGCATG 
AGCTACATGATGGATCTCATGGGCCAACCACAGAATTCCTTCCCAGCAATTCACGTGGCT 
GGCACCAACGGTAAGACCTCCACCACCCGCATGATCGAGTCGTTGCTGCGCGCATTCCAC 
CGCCGCACCGGCCGGACCACCAGCCCGCACCTGCAGCTGGTAACCGAACGCATCGCGATT 
GATGGCAAGCCCATCCACCCGCGTGATTTCGTGCGGATCTACGAAGAGATTAAGCCCTAC 
ATGGAGATGACCGACGCCTGGTCAGAGGCCGAGGGCGGACCGAAGATGAGCAAGTTTGAG 
GCACTCGTGGCCCTCGCTTACGCAGGTTTTGCCGACGCTCCTGTTGACGTCGCCGTCGTT 
GAGGTTGGTCTTGGCGGACGCTGGGATGCCACTAACGTGATCAACGCAGCTGTTTCCGTG 
ATCACCCCGGTGGGCATGGACCACGTGGATCGCCTGGGCAACACCATTGGTGAAATCGCT 
GGTGAAAAGGCCGGCATCATCAAGGCTCGTCCTGCATCTGAGGATGGCACCGAGCCTGAG 
GGCAACGTTGTCATCGTGGGCAAGCAGGAGCCAGAAGCAATGAACGTGATTCTGCAGCAA 
GCCGTGGACGTGGACGCAGCTGTTGCTCGTTTGAACATGGAATTCGGCGTGGTGGAATCC 
GCCATTGCCGTTGGTGGACAGCAGCTCACCCTGAAGGGTTTGGGCGGCGAATACACCGAC 
ATCTTCCTCCCACTGTCTGGCGCGCACCAAGCAGATAATGCCGCGGTTGCTCTCGCAGCA 
GTGGAAGCATTTTTCGGTGCATCCGCCGGACGCCCATTGGATATCGACACGGTGCGCGAA 
GGCTTCGCACAAGTTCAGTCCCCAGGTCGCCTCGAGCGCCTGCGCTCTGCACCAACCGTG 
TTCATCGACGCAGCTCACAACCCACACGGTGCCGCAGCACTTGGTGCAGCACTAGACCGT 
GACTTTGAGTTCCGTCGCCTCATCGGTGTCATCGGAGTGCTCTGCGACAAGGATGCCCGC 
GGCATCTTGGAATCACTTGAGCCATACCTGCATGAAATTGTGTGCACCCAGACTGCCTCA 
GAGCGCGCATTGGACGCATACGATTTAGCTGAATATGCTCGAGAGATCTACGGCGATGAG 
CGTGTGCACGTCCAAGAAGATCTTGCTGGCGCGGTAGAACTCGCTATTGAACTAGCAGAA 
GACACCGATGTACAGTCCGGATCAGGTGTTGTGATCACCGGTTCAATCGTGACCGCCGGC 
GATGCGCGCACGCTGTTTGGAAAGGAACCTGCA 

>RXA0098 9-downstream 
TGAGCAAGCGTGAAGAATCAATT 

>RXA00 9 97 -upstream 

CCCATCTGTGGCAGATCGAATGCACCCACCGCGGAGAAGTCGTCGCACGAACCACACTGC 
GCACCATGGTGCTGAACAAGTAGCCCTATACTCGGGCACC 

>RXA00 997 

ATGACTACATGGAAAGAGCTCACAGATAACAACCCAGCGCACTCAGAAAACTACGCGCAG 
CGCTGGCGAAACCTCGCCGCAGCAGGCAATGATATTTACGGCGAAGCCCGCCTCATTGAT 
GCCATGGCACCCAGGGGAGCGAAAATCTTGGATGCTGGCTGCGGCCAGGGACGCATCGGT 
GGCTACCTGTCCAAGCAAGGCCACGATGTTCTAGGCACAGACCTTGATCCCATCCTGATT 
GATTACGCCAAGCAGGACTTTCCAGAAGCTCGCTGGGTGGTGGGAGATCTCTCTGTTGAT 
CAGATCTCAGAGACTGATTTTGATCTCATTGTCTCCGCCGGCAACGTCATGGGCTTTCTC 
GCTGAGGATGGTCGCGAACCTGCACTAGCCAACATTCACCGCGCACTGGGCGCCGATGGC 
CGCGCTGTCATCGGTTTCGGCGCAGGACGTGGATGGGTCTTTGGAGACTTCCTCGAAGTC 
GCAGAACGCGTGGGCCTCGAGTTGGAAAATGCTTTTGAGTCTTGGGATCTTAAGCCTTTT 
GTCCAAGGCTCTGAGTTCTTAGTGGCGGTATTTACCAAGAAG 

>RXA00 9 97 -downstream 
TAACACCTCTATCTTGCACCTGA 

>RXA0 100 9-upst ream 

AACCGACAAAACAGCCGTTCACGTGCTAAAGCAGCTCGGCTTGATCTAGGGTGAGGTGAG 
TTATTTAAAGACTTCATAATATTTTGGGGAGTGAACTGGT 
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>RXA0100 9 

TTGGCATTGAAGGGTTACACCAACTTTGACGGTGAATTCATCGAATTCGGATCTGTGCAA 
GCAAAAGAAGAGGAAAAACGGGCATTCGACAACGATCGCGCGCACGTTTTCCACTCCTGG 
TCCGCGCAGGACAAAATCAGCCCCAAAGTATGGGCAGCTGCCGAAGGTTCCACGCTGTAC 
GACTTCGACGGCAACGCCTTCATCGACATGGGTTCCCAACTTGTCTCGGCAAACTTAGGC 
CACAACAACCCTCGATTAGTTGAGGCGATCCAGCGCCAAGCAGCCCGGTTGACCAACATC 
AACCCGGCCTTCGGCAATGATGTGCGCTCTGATGTTGCTGCAAAGATCGTGTCGATGGCC 
CGTGGCGAATTCTCCCACGTGTTTTTCACCAACGGCGGCGCCGACGCCATCGAGCACTCC 
ATCCGCATGGCTCGCCTGCACACCGGACGCAACAAAATTCTGTCCGCATACCGCAGCTAC 
CACGGCGCAACCGGATCCGCGATGATGCTCACCGGCGAACACCGCCGCCTGGGCAACCCC 
ACCACCGACCCAGATATCTACCACTTCTGGGCACCATTCCTGCACCACTCCTCATTCTTT 
G C C AC C AC C C AAG AAG AAG AAT G C G AAC G C G C AC T C AAG C AC T T G G AAG A T G T CAT C G C G 
TTTGAAGGTGCTGGCATGATCGCAGCGATCGTCCTGGAGCCAGTGGTGGGATCATCAGGA 
ATCATCCTGCCACCAGCAGGTTACTTAAATGGCGTGCGCGAACTTTGCAACAAGCACGGC 
ATCCTCTTCATCGCCGACGAAGTCATGGTCGGATTCGGACGCACCGGAAAACTGTTTGCT 
TACGAGCATGCTGGCGACGATTTCCAGCCAGACATGATCACCTTCGCCAAGGGTGTTAAC 
GCAGGTTACGCCCCACTCGGTGGCATCGTGATGACCCAATCAATCCGCGATACCTTCGGA 
TCAGAGGCATACTCCGGCGGACTCACCTACTCCGGACACCCACTTGCAGTAGCACCCGCC 
AAGGCAGCGCTGGAGATTTACGCGGAAGGAGAGATCATTCCACGCGTAGCTCGACTTGGC 
GCTGAACTGATCGAACCTCGCCTTCGTGAACTAGCGGAAGAAAACGTAGCGATCGCTGAC 
GTGCGGGGCATCGGATTCTTCTGGGCAGTGGAGTTCAATGCAGACGCCACTGCCATGGCT 
GCCGGTGCTGCAGAATTCAAGGAACGCGGC 

>RXA01019 

ACTTTGGCGCACTCACTTTCATTCCCGGATTCGCTTCGCGACGGGCCAACCGTTGGAGAC 
CTCGGGGAATTTGAAGTGATTCGGGTAATCACGGAGCAAGCTGGATCATCTCTCAACGGC 
GATGACGCAGCTGTGCTTCGGCATGCATCACCCAATTCCAGGGCTGTTGTCACCACCGAC 
ATGTTGGTTGCGGGTAGGCATTTCCAATTGGATTGGTCCACCCCGGAACAAATAGGGCAG 
AAGGCGATTGTGCAGAACTTTGCTGATATTGAGGCGATGGGTGCACGTCCAGTAGCCGCA 
TTGTTGGCGATTTCCGCCCCCACACACACCCCCGTGGAGTTTGTCCGAGGCTTAGCCCGT 
GGCATGAATCAACGCTTGGAGGAGTACTCCGCGGAACTTGTTGGCGGAGACATCACCAGC 
GGGGACTCCTTGGTTATTGCTGTAACTGCAATTGGTCAACTGGGTGGATCCTTGCCAGAG 
CTGACGTTGGGACGTGCCCGACCAGGACAGACCCTGGTGGCCCACGGAAAGATCGGTTAC 
TCCGCAGCAGGCCTTGCTCTACTGCAGCACTTTGGTCCAGACAACGTTCCAGAGCACCTT 
CGCCCCTTGGTGGATGCACACTGCGCACCAGTTCTCACCCCAGGCCGAGGCATGGTGGCA 
CGCGCTGCTGGAGCGACCGCCATGACTGATAACTCGGACGGACTGATTGTGGATCTTAAC 
CAAATGGCCATGAAGTCTGGTGTGCGCATCGATGTGGATTCCTGTAGCATCAGCCCCGAT 
GAACTCCTTAGCGAAGCCGCTTCCGTACTCGGAACAGACGCCTGGCGATGGATCTTAAGC 
GGCGGGGAAGACCACACCCTGCTCTCTACGACGTTTGGCGATGCCCCCTCTGGATTCCGC 
ACCATCGGCCAAGTCACCAAAACACGCCACGAAGACCTCGTCACCGTAGATAAGAAAACC 
CCCGCATTTTCCGATGGATGGAGAAGCTTC 

>RXA01019-downstream 

T AAT G AC C AAC AC C C TAT G G AA T 

>RXA0 102 4 -upstream 

AATAGATGGAAGTAGTTTTTCATTCACTTATGTGCGCGTTTTTAATCTGGTTTCTACCAA 
GAACTGTGTGCACCACAACGCGGAAGGTGAATCGCACCCA 

>RXA01024 

ATGGCAAATAAGAACAATAAGCCTCATGAGGTGGACAAAGACCAAGATTCAGCCATGCTG 
ATCAACGGTCGCCTGCAACAGATCCCGGCGCGTCCCACTGAGGAATTCACCCGCCCAACT 
CTTGCAGCAGGTGCAGTACTGTGGCGCGGCGACATCACCAACCCGGACAGCATCGAGGTC 
GCTGTCATCCACCGCCCGCACTATGATGACTGGTCCCTGGCCAAGGGCAAAGTCGATCCC 
GGCGAGTCTATTCCGACAACCGCGGCCCGTGAAATCCTTGAAGAAACTGGCTACGACATC 
CGTCTGGGCAAGCTGATCGGCAAGGTTACTTACCCTGTGCTCGACCGAACCAAAGTGGTC 
TACTACTGGACTGCCCAGGTTCTTGGTGGAGAGTTTGTCCCCAACGATGAAGTTGATGAA 
ATCCGTTGGCTGTCTGTTGATGAAGCATGCGAGTTGCTCAGCTACCAAGTAGATACCGAA 
GTTCTGGCCAAGGCAGCAAAGCGTTTCCGCACTCCTTCCACCACTCGGGTGCTGTATGTT 
CGCCATGCTCATGCACATGGTCGCCAAACCTGGGGTGGCGACGACAATAAGCGCCCATTG 
GACAAAAAGGGGCGTCGACAAGCAGAAATGCTCGTACCCATGTTGTTGCCCTTCAAA 
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>RXA0102 6 

GTGTGGCGCGACCATGTCGTGTCCAAGGGAGAAAACGGCGAGCCCGACCTCCTCTACATC 
GACCTGCAGCTGCTGCATGAAGTGACCTCACCACAGGCATTTGACGGCCTGCGCATGACC 
GGCCGTAAACTGCGCCACCCAGAACTGCACCTGGCCACCGAAGACCACAACGTGCCAACC 
G AAGGC AT C AAG AC TGGC TC AC T GCT GG AAATCAACG AC AAG AT TTCCCGCCTGCAGGT A 
TCTACTCTGCGCGACAACTGTGAAGAATTCGGCGTGCGCCTGCACCCAATGGGTGATGTC 
CGACAGGGCATCGTGCACACCGTCGGCCCACAGCTCGGCGCAACCCAGCCAGGCATGACC 
ATTGTGTGCGGTGACTCCCACACCTCCACCCACGGTGCTTTTGGCTCCATGGCATTCGGC 
ATCGGTACCTCAGAGGTTGAGCACGTCATGGCTACTCAAACCCTGCCACTGAAGCCTTTC 
AAGACCATGGCCATTGAAGTTACTGGTGAACTGCAGCCAGGTGTTTCCTCCAAGGACCTG 
ATTCTGGCGATTATCGCCAAGATCGGCACCGGCGGCGGACAGGGCTACGTTCTGGAATAC 
CGCGGCGAAGCAATCCGTAAGATGTCCATGGATGCACGCATGACCATGTGCAACATGTCC 
ATCGAAGCTGGCGCACGTGCCGGCATGATCGCCCCAGACCAAACCACCTTCGACTACGTT 
GAAGGCCGCGAAATGGCACCAAAGGGCGCCGACTGGGACGAAGCAGTTGCTTACTGGAAG 
ACCCTGCCAACCGACGAAGGCGCAACCTTTGACAAGGTCGTAGAAATCGATGGCTCGGCA 
CTGACCCCATTCATCACCTGGGGCACCAACCCAGGCCAGGGCCTGCCACTGGGCGAATCC 
GTACCAAGCCCAGAAGACTTCACCAACGACAACGACAAGGCAGCAGCCGAAAAGGCACTG 
CAGTACATGGACCTGGTACCAGGAACCCCACTGCGCGACATCAAGATCGACACCGTCTTC 
CTGGGATCCTGCACCAACGCCCGCATCGAAGACCTGCAGATCGCCGCTGACATCCTCAAG 
GGCCACAAAATCGCCGACGGCATGCGCATGATGGTCGTGCCTTCCTCCACCTGGATCAAG 
CAAGAGGCAGAAGCGCTCGGACTGGACAAAATCTTCACCGACGCTGGCGCTGAATGGCGT 
ACCGCAGGCTGCTCCATGTGCCTGGGCATGAACCCAGACCAACTGAAGCCAGGCGAGCGC 
TCCGCATTCACCTCCAACCGAAACTTCGAAGGACGCCAAGGACCAGGAGGCCGCACCCAC 
CTGGTATCCCCAGCAGTCGCAGCCGCCACCGAATCCGCGGACCCTGTCCTCACCTGCAGA 
TATCTAAGGAAGGCTAGAAAACAATGGAAAAATTTACCACCTACACCGGCGTTGGCGTTC 
CACTGCAGCGATCCAACGTGGACACCGACCAGATCATCCCAGCCGTCTACCTCAAGCGCG 
TCACCCGGACCGGCTTCGAAGACGGACTGTTTTCCAACTGGCGCCAAAACGACCCCAACT 
TTGTCCTCAACACCGACACCTACAAGAACGGCTCCGTTCTCG 

>RXA0102 6-downstream 
TAGCAGGCCCTGACTTTGGCACC 

>RXA01027 

ACCGATCCCGAGGCCTGCAAGAAGCGCTTCACCGACGTGGTCGCGCAAGGTGGCGTGCCG 
ATGATCGTTGGGCAGGGCGACATCATTCCGGAAATGATCAAATGGTTCTCCGAGAACGGC 
ACCCTCCCTATCGATGAGAAGATCAAGGCGAAAAAGGGCAGCGTGTGGGTGTTGAGCTTT 
CACGACGGTGTGTTCACCGGCGCTGATTACCTGGCGAGTTCCCTGCCGGTTAAA 

>RXA0102 7-downstream 
TAGGAGCGCGTTTAAGGCCTCCA 



>RXA0 107 3-upst ream 

TAACCGACTCCAGCACTAAACTCCAAACCCTTGGCCCGCACCGCCAAAGTTTAGCGCGCC 
CCAAGACACCACCGCGCCATGTTTGCCTAGGATTAGGTAC 

>RXA01073 

ATGACAAACACTCAAACCGAGATCATTAATGAACTAAAGGTGAGCCCAGCAATCGACGTG 
GCCAAGGAAGTTGAATTCCGTGTGCAGTTCCTCGTCGATTACCTGCGGGCTTCCCATACA 
AAAGGCTTTGTTCTTGGTATTTCAGGTGGCCAGGATTCCACTCTTGCGGGACGACTCACG 
C AG C T G G C AG TAG AG C G CAT T C G T G C GG AAG AAAAC AG C AC G GAT TAT G T C T T C T AC G C A 
GTTCGCCTCCCCTACGCGATCCAGGCAGATGAGGACGATGCGCAAGTTGCATTGGAATTC 
AT C G C AC C T G AC AAG AG C G T G AC C G T C AAC G T T AAAG AC G C AAC G G AC G C C A C C G AAG C A 
ACTGTTGCAGCTGCTTTGGAACTTCCTGAGCTGACCGACTTCAATCGGGGCAATATTAAA 
GCTCGCCAACGCATGGTTGCCCAGTACGCAATCGCAGGCCAGTTGGGCTTGCTGGTTATT 
GGCACTGATCACGCGGCTGAAAACGTCACGGGGTTCTTCACCAAATTCGGTGATGGCGCA 
GCTGACCTGCTTCCTTTGGCAGGTTTGAGCAAGCGTCAAGGAGCTGCCATTCTGGAGCAC 
CTGGGTGCACCTTCAAGCACGTGGACCAAGGTTCCTACCGCTGATTTGGAAGAGGATCGC 
CCAGCGTTGCCAGATGAGGAAGCACTTGGTGTGTCGTATGCGGACATCGATAATTACCTG 
GAAAACAAGCCCGATGTCAGTGAAAAAGCCCAGCAGCGCATTGAGCACCTGTGGAAGGTG 



Appendix A, page 4 6 



Attorne^^BKetNo.: BGI-121CP 



GGCCAGCACAAGCGCCACCTCCCTGCTACCCCGCAGGAAAATTGGTGGCGT 

>RXA0107 3-downstream 
TAATCCAACAGTTTGAGTGTCGC 

>RXA0107 9-upstream 

ACCTTAAAACTTAATCAATCAATACAAAGTTCACACCTCTTTTGAAAGGGACATTCCTTT 
GACTGCATCGGGAACCACCGTCGTGCCACGCGGAGACCAG 

>RXA0107 9 

ATGGACTTCCACGCTCTTAACGCGTTGCTCAACCTTTACGATGACAACGGCAAGATCCAG 
TTTGAGAAAGACCGTGAAGCTGCAAACCAGTACTTCCTGCAGCACGTCAACCAGAACACC 
GTCTTCTTCCACAACCTGCAGGAAAAGATCGACTACCTGGTTGAAAACAAGTACTATGAC 
CCAATCGTTCTGGACAAGTACGACTTCCAGTTCATCAAGGACCTCTTCAAGCGCGCATAC 
GGATTCAAGTTCCGCTTCCAGTCCTTCCTCGGTGCATACAAGTACTACACTTCCTACACC 
CTGAAGACCTTCGACGGTCGCCGCTACCTCGAGCGTTTCGAAGACCGTGTCTGCATGGTC 
GCCCTCACCCTCGCTGACGGCGACCGCGCATTGGCCGAGAACCTGGTCGATGAGATCATG 
TCTGGCCGTTTCCAACCAGCAACCCCAACCTTCCTGAACTCCGGCAAGGCACAGCGCGGC 
GAGCCAGTATCCTGCTTCCTCCTGCGTATCGAAGACAACATGGAGTCCATCGGACGTTCC 
ATCAACTCTGCTCTTCAGCTGTCCAAGCGTGGCGGTGGCGTAGCGTTGCTGCTGTCCAAC 
CTTCGTGAAGCCGGTGCACCGATTAAGAAGATTGAAATCCAGTCTTCCGGTGTTATCCCA 
GTGATGAAACTTCTGGAAGATGCTTTCTCC 



>RXA0108 0-upstream 

TTCAGTTCTTCCCTTCAACGCCCTTGAAGGGGGAAACTGATACCAGCAAGCACACTAGGC 
T T G C G C AC AAAC G G T A T T T AG AAG G G AAG T GAG T T C GAG G 

>RXA0108 0 

ATGCTAATCGTGTATTTTTCCTCGGCCACCGACAACACGCATCGTTTTGTACAAAAGCTC 
GATTTACCCAACGTGCGCATCCCCCTCACTAGGGTGGAAGAACCGCTGAAAATCAACGAG 
CCCTACGTGCTAATCACCCCGACCTATGGTGGTGGAGTCTCCATGACTGGAGAAAACTCC 
CGCCCGGTCCCACCACAAGTCATCAGGTTTTTAAATGATGAACACAACCGCAGCTTCATC 
AGGGCAGTTGTTGCAGGTGGAAACTCAAACTTCGGCTCCGATTTTGGGTTGGCAGGCGAG 
ATCATTTCCAAGAAATGTAAAGTGCCCTATGTCTACCGTTTCGAGCTCATGGGCAATGAG 
GAAGATGTAAGTATCCTTCGTGGAGGTCTTACTCAAAACGCCCAAGCTTTGGGGCTGGAA 
C C AC AAG AAC C AG T T AC C T C G C G A 

>RXA0108 0-downstream 

T AAAC C T T AAAAC T T AAT C AAT C 

>RXA0108 4 

TCCTTTCTGGATACCAAGCGCGAGAACGCCGATGAGAAGATCCGCATCAAGACCCTGTCC 
CTGGGTGTTGTGATTCCGGACATCACCTTCGAGCTGGCTAAGCGCAACGATGACATGTAC 
CTGTTCTCCCCATACGATGTGGAGCGCATTTACGGCAAGCCTTTCGCAGACGTCTCAATC 
AC C G AG C AC T AC G AC GAG AT G G T G GAT GAT GAC C G C AT C C G C AAGAC C AAGAT C AAC G C G 
CGTCAGTTCTTCCAGACCCTGGCAGAAATCCAGTTCGAGTCCGGTTACCCATACATCATG 
TATGAAGACACCGTGAATGCATCCAACCCAATCGAAGGTCGCATCACCCACTCAAACCTG 
TGCTCTGAGATCCTTCAGGTGTCCACCCCATCTGAATTCAACGATGACCTGACTTACGCA 
GAGGTCGGCGAAGACATTTCTTGTAACTTGGGTTCCCTCAACGTTGCAATGGCTATGGAT 
GCACCAAACTTTGAGAAGACCATNGAAACCGAAATCCGCGGCTTAACTGCAGTGNCTGAG 
CAGACCAGCATCGATTCCGTGCCTTCCATCCGTAAGGGCAACGAAGCAGCTCACGCCATC 
GGCCTTGGCCAGATGAACCTTCACGGCTACTTCGGTCGCGAGCACATGCACTACGGCTCC 
GAGGAAGCCCTGGACTTCACCAACGCATACTTTGCTGCCGTGCTGTACCAGTGCCTGCGT 
GCATCCAACCAGATCGCTACTGAGCGTGGAGAGCGTTTCAAGAACTTCGAAAACTCCAAG 
TATGCAACCGGTGAGTACTTCGATGATTTCGATGCAAACGACTTCGCACCAAAGTCCGAC 
AAGGTCAAGGAACTCTTTGCCAAGTCGAACATCCACACCCCAACCGTTGAGGACTGGGCT 
GCGCTGAAGGCCGACGTGATGGAGCACGGTCTGTTCAACCGTAACCTGCAAGCGGTTCCA 
CCAACCGGTTCGATCTCCTACATCAACAACTCCACCTCGTCGATCCACCCAATCGCATCC 
AAGATTGAGATCCGCAAGGAAGGCAAGATCGGCCGCGTTTACTACCCAGCTCCACACATG 
GACAATGACAACCTTGAGTACTTCGAGGACGCCTACGAAATCGGCTACGAGAAGATCATT 
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GACACCTACGCTGTGGCAACCAAGTACGTTGACCAGGGCCTGTCACTGACCTTGTTCTTC 
AAGGACACTGCCACCACCCGTGACATCAACCGTGCGCAGATCTACGCATGGCGCAAGGGC 
ATCAAGACCTTGTACTACATTCGCCTGCGCCAGGTTGCTCTGGAAGGCACTGAAGTTGAC 
GGCTGCGTCAGCTGCATGCTG 

>RXA0 1 0 8 4 -downstream 
TAAAAGCACTTAAAAATATCCCC 

>RXA01087-upstream 

GGCCTTGGCAGAGAACTCGGCCCCGAAGGTCTTGCTTCCTACCAAGAAACCCAAACCATT 
TATCTCTAATCCAAACTGCACCTATATATAAGGAGTAAAA 

>RXA01087 

ATGCAAACCCTTGCTGCTATTGTTCGTGCCACGAAGCAACCTTTTGAGATCACCACCATT 
GATCTGGATGCACCACGACCAGATGAAGTTCAAATCCGTGTTATTGCTGCCGGAGTGCGC 
CACACTGACGCAATTGTTCGTGATCAGATTTACCCAACTTTTCTTCCCGCAGTTTTCGGC 
CACGAAGGCGCCGGAGTAGTTGTCGCCGTGGGTTCTGCAGTCACCTCGGTGAAACCAGAT 
GACAAGGTAGTGCTGGGATTCAACTCTTGTGGCCAGTGCTTGAAGTGTTTGGGCGGTAAG 
CCTGCGTACTGTGAGAAATTCTATGACCGCAACTTCGCATGCACCCGCGATGCCGGGCAC 
ACTACTTTGTTTACCCGTGCAACAAAAGAGCAGGCAGAGGCCATCATCGACACCCTTGAT 
GATGTTTTCTACGATGCGGATGCGGGTTTCCTGGCATACCCAGCAACTCCCCCAGAGGCT 
TCGGGAGTAAGCGTGTTGGTTGTCGCGGCTGGTACCTCTGATCTCCCGCAAGCAAAGGAA 
GCACTACACACTGCCTCCTACTTGGGGCGCTCCACCTCACTGATTGTTGATTTTGGAGTG 
GCTGGCATCCACCGCCTGCTTTCATACGAAGAAGAACTCCGCGCTGCGGGCGTGCTCATC 
GTTGCCGCTGGAATGGATGGTGCGCTACCCGGAGTTGTCGCAGGCTTAGTGTCCGCACCT 
GTCGTCGCACTGCCAACCTCCGTGGGATACGGCGCAGGTGCTGGAGGAATCGCACCACTT 
CTGACCATGCTTAACGCCTGCGCGCCGGGAGTTGGAGTGGTCAACATTGATAACGGCTAT 
GGAGCAGGACACCTGGCTGCGCAGATTGCGGCGAGG 

>RXA0108 7-downstream 
TAAGGGTTTCGCAGGAGACGAAC 

>RXA010 95-upstream 

GAAACCCCAGGTCAAAGCTAGGGTGTGGCACCCTGATTTCTTTCGCCATGTGTGTTCGGG 
ATAACCTTAAACACAGCATTGGTTGGAAGGAGGTTGGGGC 

>RXA010 95 

ATGGTTGCAACAGAGAACCGCATGTTGATGGAAATCGCTGCGGAAATATCGGCTCGGGAA 
GCAACGCTTGGTTTTCAAGAAGTCAAAACTAAATCTCGATCAGCAGGTCTCACGGCGGCT 
TTCGATATTGCTTCAGTCTTTTTTTCGTCTGGATGTAATGTCGTAGTCGCCTTTGATCGT 
TTTGCATCCAATTGGTCTGATCATTCGGATCATGTGGACTACGCTGCACAGGTTGCGGGT 
TTTGGCGCATCAATGCTTGCATATACGGTGCGCAGGGGACAGTTTGATACCGCAGTACGC 
GATATCAGGGACATCAAATCTGAAGTAGACATTCCCATTCTGCTTCATGATCCCATCATC 
GATCCGTATCAAATCCACGAAGCCCGCGTCATGGGCATCGACGCTCTTCAATTCCCCGTA 
TGGGCGATGGAACAAGCTCGACTGGAATCTTTGGTGGACCGCACCGAATCATTGGGCATG 
ACAGCCATCGTGTCTGTGCGAAACCACGAAGAAGCGCATCGTGCAGTGGACGCAGGAGCG 
ACAGTGGTAGCAATTGATATTACTGGTTATACCGGCTCACTCACTTTGCCTGAAGCGTTT 
TCGGGTATCACCCAATTCATGCCCAAAGAGGTAGCCCGCATTGTGCTCGGAGGTTGCAGC 
AGCCCTAAAGAACTCATGCGGTTTGCACGACATTCTGCAGACGCCATCTTTGTTCCACAT 
GCAGACCTCGCCACCACAAAATCTCTTGTGACAGCAGGTATGCATCCAGCGTGCCCATCG 
CGT 

>RXA010 95-downstream 
TGAAGAGGTGCTCTGTGGTCAGC 

>RXA0 10 97 -upstream 

GCGCCAACGCAGTGCTTGCCGCGACCATTTTCCACTTCCGCGAAGTAACCATCGCCGAAG 
TAAAGGGAGCCATTAAAGATGCAGGATTTGAGGTGCGGAA 

>RXA010 97 

ATGAGTGACAATCCACAAGAGTATGAGCTGGATTGGGACGTCGAAAAGCGATTAAAGCTT 
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AACGACGCCGGCCTGGTGCCGGCAATCGTCCAGGCCGACGGGACCAACGAGGTCCTCATG 
ATGGCCTGGATGGATACCCACGCGCTAGCCTATACTTTGGCGACCCGCCGTGGAACCTAT 
TTTTCTAGGTCCCGCAACGAGTACTGGATCAAGGGCCTGACCTCTGGAAACGTCCAAGAA 
GTCACCGGACTTGCCCTCGACTGCGACGGCGACACCGTCCTTCTGACCGTGAAACAAACC 
GGCGGTGCGTGCCACACTGGTGCCCACACATGTTTCGACAATGACGTTTTGCTG 

>RXA010 97-downstream 
TAAAAGCAACAACGATTAAGGAA 



>RXA010 98-upstream 

AAAAGGGCTCACGATGTGCTGTTAAGTAAGATTGAAAAAGTTCGGTTGATGCATGCAGAT 
GCAGGTAATGACCAGTCGTTAAATGAGGAGTACAAGTAAA 

>RXA010 98 

ATGGGCGTGGCAATTCGAGTTATTCCTTGCCTGGACGTGGACAACGGCCGGGTTGTTAAA 
GGCGTGAACTTTGAAAACCTCCGCGATGCTGGCGATCCTGTGGAGTTGGCAAAGCGCTAT 
GACGAGGAAGGGGCAGATGAGCTGACCTTCCTGGATGTCACCGCCTCGAAGCATGGTCGC 
GGCACCATGCTGGATGTTGTTCGACGCACCGCTGATCAGGTGTTCATCCCTCTGACTGTC 
GGTGGCGGCGTGCGCAGCGAAGAAGATGTTGATCAATTGCTGCGCGCTGGCGCCGACAAG 
GTTTCGGTGAACACGTCTGCGATTGCCCGTCCAGAACTGCTGTCAGAGCTGTCCAAGCGT 
TTTGGTGCTCAGTGCATCGTGTTGTCTGTGGATGCCAGGCGCGTTCCTGAAGGTGGAACT 
CCTCAGCCATCTGGTTTTGAAGTCACCACCCACGGCGGTTCCAAGTCCGCAGAACTTGAT 
GCAATCGAGTGGGCAAAGCGCGGCGAAGAGCTGGGCGTTGGCGAAATTCTGCTCAACTCC 
ATGGACGGCGACGGCACCAAAAACGGCTTTGACCTAGAGCTGCTGGAAAAAGTTCGCGCA 
GCCGTATCCATTCCTGTAATCGCCTCCGGCGGCGCTGGCAAGGCGGAGCATTTCCCACCA 
GCTGTTGCAGCTGGCGCCAACGCAGTGCTTGCCGCGACCATTTTCCACTTCCGCGAAGTA 
ACCATCGCCGAAGTAAAGGGAGCCATTAAAGATGCAGGATTTGAGGTGCGGAAA 

>RXAO 10 98 -downstream 
TGAGTGACAATCCACAAGAGTAT 

>RXA01100-upstream 

GCTGTGGGCTACTCAATTCCACCCAGAAAAATCAGGTGACGCAGGCGCACAGCTACTGCG 
AAAC T GGAT C AAC T AC AT C T AAC AG AT AG G AT C AAT AT T C 

>RXA01100 

ATGACCTTCACTATTCTTCCTGCAGTCGATGTAGTTAACGGACAAGCAGTTCGCCTAGAT 
CAGGGCGAGGCCGGCACTGAAAAGTCTTATGGCACCCCTTTGGAATCCGCACTGAAGTGG 
CAGGAGCAGGGTGCAAAGTGGTTGCACTTTGTGGACCTGGACGCAGCGTTCAACCGTGGT 
TCCAACCATGAGATGATGGCGGAAATTGTCGGCAAGCTCGATGTTGATGTGGAGCTCACT 
GGCGGTATCCGTGATGATGAGTCTCTGGAGCGCGCGCTGGCAACCGGTGCACGTCGTGTA 
AACATTGGTACCGCTGCTCTGGAGAAGCCAGAGTGGATTGCTTCTGCGATTCAACGCTAT 
GGCGAGAAGATTGCTGTCGATATCGCTGTGCGTTTGGAAGATGGTGAATGGCGCACCCGT 
GGAAACGGTTGGGTCTCCGATGGTGGCGATCTGTGGGAAGTTCTCGAGCGTTTGGATTCC 
CAAGGTTGTGCACGTTTCGTGGTTACCGATGTGTCCAAGGACGGCACCTTGAGTGGTCCA 
AATGTTGAGCTGCTGCGTGAGGTTGCTGCAGCTACAGACGCACCTATCGTGGCATCTGGT 
GGAATTTCTGTTTTGGAAGATGTTTTGGAACTAGCCAAGTACCAGGATGAGGGCATTGAT 
TCCGTCATCATTGGCAAGGCACTTTATGAGCACAAGTTCACCCTCGAAGAGGCTTTGGCT 
GCAGTAGAAAAGCTCGGT 

>RXA01100-downstream 
TAATACATGGATGCTCGTGGGAT 



>RXA01101-upstream 

ATCGCAGCTAGGCCAGTGTGGTGGATATAAAACCCTTTTGGGGAGAAAGAAACTCGACTG 
CGGTTCTTGATCCTGAAAGCACGTGACATAAACTATCGGC 

>RXA01101 

ATGACCAAAACTGTCGCCCTTCTCGACTACGGATCTGGAAACCTTCGTTCTGCTCAACGC 
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G C AC TAG AG CGTGCCGGTG C AG AAG T TAT C G T GAG C T C C GAT C C AG AAG T T T G C A C C AAC 

GCTGATGGCCTCCTAGTTCCTGGAGTGGGCGCATTTGATGCCTGCATGAAGGGTTTGAAA % 
AACGTCTTCGGACATCGCATTATCGGACAGCGTCTTGCTGGTGGACGTCCAGTGATGGGT J 
ATTTGTGTGGGCATGCAGATCCTGTTCGATGAAGGCGATGAGCACGGCATTAAGTCAGCT H 
GGTTGCGGCGAGTGGCCTGGCAAAGTGGAACGCCTCCAAGCGGAGATCCTGCCTCACATG 1 
GGGTGGAACACACTTGAAATGCCTACCAACTCACCAATGTTTGAGGGAATTTCACCTGAT 
GAGCGTTTCTACTTCGTGCACTCCTATGGTGTGCGCAAGTGGACGTTGGAAACCGACGAT 
CTGACCACGCCTCCAGAGGTTGTGTGGGCGAAGCACGAAAATGATCGTTTTGTGGCAGCT 
GTGGAAAACGGCACGCTGTGGGCTACTCAATTCCACCCAGAAAAATCAGGTGACGCAGGC 
GCACAGCTACTGCGAAACTGGATCAACTACATC 

>RXA0 110 1 -downs t ream 

T AAC AG AT AG GAT C AAT AT T C AT 

>RXA0 110 4 -upstream 

CACTTGCGCACTACCATTGGTGTGCCTGAGGAAAATGATGCGTTTTTGGACGCAGCTGCA 
GAG AT CAT C AAG C T G AAC C T G T AAG AG AG AAG AAT T T T T C 

>RXA01104 

ATGACTGTCGCACCAAGAATTGGTACCGCAACCCGCACCACCAGCGAATCCGACATCACC 
GTCGAGATCAACCTGGACGGCACCGGCAAAGTAGATATCGATACCGGCCTGCCATTTTTC 
GACCACATGCTCACTGCATTCGGCGTGCACGGCAGTTTTGATCTGAAAGTCCATGCCAAG 
GGCGACATCGAGATCGACGCACACCACACCGTGGAAGATACCGCCATCGTGCTCGGCCAA 
GCACTCCTTGACGCTATTGGCGACAAGAAAGGCATCCGCCGTTTCGCATCCTGCCAGCTG 
CCCATGGATGAGGCATTAGTGGAGTCCGTGGTGGATATCTCCGGTCGCCCATACTTCGTG 
ATCTCCGGCGAACCAGACCACATGATCACCTCCGTGATCGGTGGACACTACGCAACCGTG 
ATCAACGAGCACTTCTTTGAAACCCTCGCGCTCAACTCCCGAATCACCCTCCACGTGATC 
TGCCACTACGGCCGCGACCCTCACCACATCACCGAAGCAGAGTACAAGGCTGTTGCCCGT 
GCGCTGCGCGGTGCCGTAGAGATGGATCCTCGTCAAACAGGAATCCCATCCACTAAGGGA 
GCGCTC 

>RXA0 110 4 -downs t ream 
TAGACATGAACTCTTCTCCCATC 



>RXA01105-upstream 

TTGTCATCAACTTTGCCAACGCCGAAGATCTTCCAGCGCACGGCGAAGCAATCCGTGCAC 
GCTTTGAAAACCTCCCCACCACCGACGAGGCCTAAGAAAA 

>RXA01105 

ATGACCAAAATTACTTTGAGCGATTTGCCATTGCGTGAAGAACTGCGCGGTGAGCACGCT 
TACGGCGCACCCCAGCTCAACGTTGATATTCGCCTCAACACCAACGAAAACCCTTACCCA 
CCGTCAGAGGCATTGGTCGCTGACTTGGTTGCCACCGTGGATAAGATCGCCACCGAGCTG 
AACCGCTACCCAGAGCGCGATGCTGTGGAACTGCGTGATGAGTTGGCTGCGTACATCACC 
AAGCAAACCGGCGTGGCTGTCACCAGGGATAACCTGTGGGCTGCCAATGGTTCCAATGAA 
ATTCTGCAGCAGCTGCTGCAGGCTTTTGGTGGACCTGGACGCACCGCGTTGGGATTCCAA 
CCCAGCTATTCCATGCACCCAATTTTGGCTAAAGGCACCCACACTGAATTCATTGCGGTG 
TCCCGAGGTGCTGATTTCCGCATCGATATGGATGTGGCGCTGGAAGAAATTCGTGCAAAG 
CAGCCTGACATTGTTTTTGTCACCACCCCGAACAACCCGACCGGTGATGTGACCTCGCTG 
GACGATGTTGAGCGCATCATCAACGTTGCCCCAGGCATCGTGATCGTGGATGAAGCTTAT 
GCGGAATTCTCCCCATCACCTTCAGCAACCACTCTTCTGGAGAAGTACCCAACCAAGCTG 
GTGGTGTCCCGCACCATGAGTAAGGCTTTTGATTTCGCAGGTGGACGCCTCGGCTACTTC 
GTGGCCAACCCAGCGTTTATCGACGCCGTGATGCTAGTCCGCCTTCCGTATCATCTTTCA 
GCGCTGAGCCAAGCAGCCGCAATCGTAGCGCTGCGTCACTCCGCTGACACGCTGGGAACC 
GTCGAAAAGCTCTCTGTAGAGCGTGTTCGCGTGGCAGCACGCTTGGAGGAACTGGGCTAC 
GCTGTGGTTCCAAGTGAGTCCAACTTTGTGTTCTTTGGAGATTTCTCCGATCAGCACGCG 
GCATGGCAGGCATTTTTGGATAGGGGAGTGCTCATCCGCGATGTGGGAATCGCTGGGCAC 
TTGCGCACTACCATTGGTGTGCCTGAGGAAAATGATGCGTTTTTGGACGCAGCTGCAGAG 
ATCATCAAGCTGAACCTG 

>RXA0 11 05 -downstream 
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>RXA01106-upstream 

GGTAAACATGCGGGCTTAAGAACTTGTGTTGAGGCCGCTTGGATTCGGGCACCGAGCTCG 
AAGAATTTCGATTCAACCTTTTAAGGGAGAACTTTTCGCC 

>RXA0 110 6 

ATGTTGAATGTCACTGACCTGCGAGGTCAAACACCATCCAAGAGCGACATCCGACGTGCT 
TTGCCACGTGGTGGCACTGACGTGTGGTCTGTGCTTCCCATAGTGCAGCCTGTTGTAGAA 
GATGTCCAAAACCGCGGCGCTGAAGCTGCTTTGGATTACGGCGAGAAGTTCGACCATATT 
CGCCCCGCCTCGGTGCGGGTGCCAGCTGAGGTTATTGCTGCAGCAGAAAACACCTTAGAT 
CCGTTGGTGCGTGAATCGATTGAAGAGTCGATTCGTCGCGTCCGCAAGGTTCACGCTGAG 
CAAAAGCCATCCGAGCACACCACTGAACTTTCACCAGGTGGCACCGTCACTGAGCGTTTC 
ATGCCGATTGATCGCGTGGGACTGTACGTTCCAGGCGGCAATGCGGTGTACCCATCAAGC 
GTGATTATGAATACTGTCCCAGCTCAAGAGGCTGGTGTGAACTCCCTTGTGGTTGCGTCG 
CCTCCTCAGGCTGAGCACGGTGGCTGGCCTCACCCCACCATTTTGGCGGCGTGTTCCATC 
TTGGGTGTTGATGAGGTGTGGGCTGTCGGCGGCGGTCAGGCCGTGGCGTTGCTGGCTTAT 
GGTGATGACGCTGCAGGTCTCGAGCCTGTGGATATGATCACTGGACCTGGCAATATCTTT 
GTCACCGCTGCGAAGCGCCTGGTCAGGGGAGTGGTAGGTACTGATTCTGAGGCTGGCCCT 
ACAGAAATCGCTGTGCTTGCTGATGCCTCTGCCAACGCCGTCAACGTTGCCTACGATCTG 
ATCAGCCAAGCAGAACACGATGTCATGGCTGCGTCCGTGCTCATCACTGACTCCGAGCAG 
CTTGCCAAGGACGTAAACAGGGAAATCGAGGCGCGTTACTCAATCACGCGCAACGCCGAG 
CGCGTCGCAGAAGCTTTGCGCGGGGCCCAGAGTGGCATCGTGCTTGTCGACGACATTTCC 
GTGGGTATCCAAGTAGCCGAT CAATACGCAGCGGAACACCTGGAAATCCACACTGAGAAC 
GCGCGCGCCGTAGCAGAGCAGATCACCAACGCGGGTGCGATCTTCGTGGGCGATTTCTCA 
CCAGTACCACTGGGTGATTACTCCGCAGGATCCAACCACGTGCTGCCAACCTCTGGATCC 
GCTCGTTTCTCCGCAGGTCTATCCACGCACACGTTCCTTCGCCCAGTCAACCTCATTGAA 
TACGATGAGGCTGCTCTGAAGGACGTCTCGCAGGTTGTCATCAACTTTGCCAACGCCGAA 
GATCTTCCAGCGCACGGCGAAGCAATCCGTGCACGCTTTGAAAACCTCCCCACCACCGAC 
GAGGCC 

>RXA01106-ciownstream 

T AAG AAAAAT G AC CAAAAT TACT 



>RXA0 11 32 -upstream 

GCCCTGCATGATGGGGTAGTGGGGGTTGTTGGGCAGGTACGAGCTGTGATCAATCAGCTA 
C AC T AG T G AAG T C CAT A TAG T GAG AAG G G AA T C C C AC AAC 

>RXA01132 

ATGAAACTTGCTGTTATTGGTGGAGATGGTATCGGCCCAGAGGTTACTGCAGAAGCCCTC 
AAGGTTCTAAACGCTGTCCGCGACGACATCGAGACCACCGATTATGACCTTGGCGCACGC 
CGTTACCTCAAAAATGGCGAGCTGCTCACCGACGAGGATCTGGCATCCCTGCGCGAGCAT 
GACGCGATCCTTCTTGGCGCTATCGGTGCACCAGGTTCCGTCCCTCCAGGAATTCTCGAG 
CGTGGTTTGCTGCTGAAGATGCGATTCGCACTGGATCACCACGTGAACCTGCGCCCATCC 
AAG 

>RXA0114 5-upstream 

TAATGTAGTTGTCTGCCCAAGCGAGTTAAACTCCCACGATTTACAGTGGGGGGCAGACAT 
CTTTTCACCAAAATTTTTACGAAAGGCGAGATTTTCTCCC 

>RXA01145 

ATGGCTATTGAACTGCTTTATGATGCTGACGCTGACCTCTCCTTGATCCAGGGCCGTAAG 
GTTGCCATCGTTGGCTACGGCTCCCAGGGCCACGCACACTCCCAGAACCTCCGCGATTCT 
GGCGTTGAGGTTGTCATTGGTCTGCGCGAGGGCTCCAAGTCCGCAGAGAAGGCAAAGGAA 
GCAGGCTTCGAGGTCAAGACCACCGCTGAGGCTGCAGCTTGGGCTGACGTCATCATGCTC 
CTGGCTCCAGACACCTCCCAGGCAGAAATCTTCACCAACGACATCGAGCCAAACCTGAAC 
GCAGGCGACGCACTGCTGTTCGGCCACGGCCTGAACATTCACTTCGACCTGATCAAGCCA 
GCTGACGACATCATCGTTGGCATGGTTGCGCCAAAGGGCCCAGGCCACTTGGTTCGCCGT 
CAGTTCGTTGATGGCAAGGGTGTTCCTTGCCTCATC 



Appendix A, page 51 



Attorne ketNo.: BGI-121CP 



>RXA0 11 62 -upstream 

CATCGAATACGTGCCCTGCTGAATAGATGACATCGCAGAGATCTATAAGAGTCAGTGGTT 
GTCGGGGTTTCACAGTCACTTATTCTATGCAGGATTCACC 

>RXA01162 

ATGTATATCGTGGGGATTTGTCTACAATTAGTGGTTATGAGCCAACCGATGTCAGCACCC 
GACTCCGCTCCAGGAACAGAGCGCGGTCATGAACGCACCCATTTTGCGGTAGTCGGTGAC 
TCCCAGGATCCAGCACAGGCAACAGCTCCTAGAGCGCCAGCAGAATCAATTACTTTGATT 
GGTATTGGTACCGATGGGTTTGAGGGGCTCGGACTCAAGGCACAGCAAGCATTAC/^ACGT 
GCCTCTGTGGTGATTGGATCATGGCGCCAGCTCAATCTCGTACCTGATGCCATTAAGGCA 
GAGCGTCGCCCATGGCCGGGTAATACCAAGCATCCTGATTTAGATGCCTTGTTTAAAGAG 
TTCCTCGGTCGGCATGTTGCTGTTCTGGCCTCTGGCGATCCACTGTTTTACGGCGTGGGC 
ACCGCAATGGTCCATGTGCTGGGGATGGATAGACTCACGGTTATTCCGGGACCATCATCC 
GCGTCGCTTGCTTGCGCCCGCTTGGGTTGGACAGTCAACCGCACACGGGTGGTGTACCTA 
GGACAAGAACCCATTGAGACACTCATCCCGATTATTGAATCAGGCGCTCAATTCCTCGTC 
TTGGGTAAAGATGAATTCAGTACAGCTCAAGTTGCCACGTTGTTGAATGAACTCGGACTG 
GGGGAGACTCCACTGACTGTGCTCAGCGATTTGGGCAGTACTGATGAGGAGATCACCCAA 
GGCACAGCTTCACATCCACCAGCTGCAGTGTCTGTTCTCAACGTGATTGCTGTGGGAGCT 
CGCACCGCAATGCCGAAACCCCACTTTGAAGGCGACGTATCAAACGAAGACCTTCGGGCA 
CTGACCGTGGCAGCTCTAGAACCCACCCAGGGACAAATGCTGTGGACCTTCGGGGATATT 
GGAGCAGCACTTGCCTGCGATTGGCTACGCGCAGCCGGCAACAAGGCGCACGCCATTAGT 
TTTGCCTCCATGGTTGAGCAAAGCCAAAGGAATGCTCGCAAACTAGGTGTATCCACCCTC 
AGTGTGAAAGAGACCCTGTCACCCAAAACGCTCAAAGATATCCGCTATGTACAAGGACCA 
GAATCAGCAAGCCCACATGCCATCTTCATGAACAAAGGCCTAGGCATCGATCTAGTTCCT 
GAAACCGCATGGATGATGCTGCGGCCTGGAGGAAAGCTCATTGCGCAAGCCTCCACAGAA 
GACAACATCGCAAAGCTTCACACACTCCAAGAACAACACGGCGGA 

>RXAO 12 08 -upstream 

TACTAGGCACGGGGTGCCAACCGGATGGAAAAATTCCGGAGGCTGAGAAAACACCCGTTG 
AACCTGCTCTAGCTCGTACTAGCGAAGGGATGGCCTTAAC 

>RXA01208 

GTGGCTAACTCGTTTTTGGATTCTTTAACTCTTGTTCGACAAAACACTCCCCTTGTTCAG 
TGTTTGACCAACTCTGTGGTCATGCAATTCACGGCCAATGTGTTGCTTGCCGCGGGTGCG 
ACCCCTGCGATGGTGGATACTCCAGCTGAATCGGCAGAATTCGCCGCTGTGGCCAATGGA 
GTGCTCATCAATGCGGGAACTCCTTCTGCGGAGCAATACCAAGGCATGACCAAGGCCATT 
GAGGGTGCACGAAAAGCTGGCACACCATGGGTGTTAGACCCAGTTGCTGTGGGTGGGTTG 
TCGGAGAGGACCAAGTATGCGGAGGGAATCGTCGATAAGCAGCCTGCCGCAATTCGTGGA 
AACGCCTCAGAGGTCGTGGCGCTTGCGGGGCTCGGTGCCGGTGGGCGCGGCGTAGACGCG 
ACCGATTCCGTGGAAGTGGCGTTGGAGGCGGCGCAATTGTTGGCCAAGCGCACTGGTGGC 
GTCGTGGCTGTCTCTGGTGCGGAGGACTTGATTGTGTCTGCGGATCGGGTGACGTGGTTG 
CGTTCGGGGGATCCGATGTTGCAGCTGGTGATTGGCACTGGATGCTCTTTGGGCGCGCTG 
ACAGCTGCATATCTAGGCGCCACGGTTGACTCAGATATTTCCGCGCACGATGCTGTGTTG 
GCTGCGCATGCCCATGTGGGTGCTGCTGGCCAGATTGCAGCACAGAAGGCATCGGCGCCA 
GGCAGCTTTGCGGTGGCGTTTATTGATGCGCTTTATGACGTGGATGCCCAGGCTGTGGCC 
TCGTTGGTTGATGTGCGAGAGGCC 

>RXA012 08 -downstream 
TGAAAAGTACGTGACTGATTTTT 



>RXA0 120 9-upst ream 

CAGATTGCAGCACAG7\AGGCATCGGCGCCAGGCAGCTTTGCGGTGGCGTTTATTGATGCG 
CTTTATGACGTGGATGCCCAGGCTGTGGCCTCGTTGGTTG 

>RXA012 0 9 

ATGTGCGAGAGGCCTGAAAAGTACGTGACTGATTTTTCTTTGTATCTGGTCACCGATCCC 
GTTTTGGGTGGCGGGCCAAAAAAAGTAGCTGGAATTGTTGACAGCGCAATTTCCGGCGGA 
GTTTCTGTGGTGCAGCTGCGCGATAAGAACTCAGGCGTGGAAGATGTTCGTGCGGCAGCA 
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AAGGAGCTGAAAGAACTCTGCGATGCTCGCGGGGTGGCGCTTGTTGTCAACGATTACTTA 
GATATCGCCGTTGAGCTGGGTCTTCACCTGCACATTGGTCAAGGCGATACACCTTATACG 
CAAGCACGGGAGCTGCTTCCAGCTCATCTTGAATTGGGTTTGAGCATTGAAAACCTGGAT 
CAATTGCATGCTGTGATCGCGCAGTGCGCCGAGACTGGTGTGGCATTGCCCGATGTGATT 
GGCATTGGTCCGGTGGCCTCTACTGCGACCAAACCAGATGCGGCACCCGCATTGGGTGTG 
GAGGGCATCGCTGAGATCGCCGCTGTAGCTCAAGACCACGGCATCGCATCAGTAGCTATT 
GGAGGCGTTGGTCTACGCAACGCGGCCGAACTCGCTGCTACGCCCATCGACGGTCTGTGC 
GTGGTCTCTGAAATCATGACCGCCGCCAATCCAGCAGCTGCGGCAACTCGCCTGCGGACT 
GCTTTTCAACCTACTTTCTCGCCTGAAACTCAAACTGAACTCTCTCAAACAGAACTCCAA 
GGAGCCTTCGTGAATTCGCCTTCTGCCCCACGTGTGTTGTCTATTGCAGGCACTGATCCC 
ACAGGTGGTGCAGGTATTCAGGCTGATCTGAAGTCCATTGCAGCAGGTGGCGGCTACGGC 
ATGTGCGTTGTGACCTCGCTGGTCGCGCAAAACACCCACGGCGTCAACACGATCCACACC 
CCACCCTTGACCTTTTTGGAAGAACAGCTGGAAGCGGTCTTTTCCGATGTCACCGTCGAT 
GCCATCAAGCTCGGCATGTTGGGCTCTGCCGACACCGTCGATCTGGTGGCTTCATGGCTT 
GGTTCCCACGAGCACGGTCCCGTGGTGCTTGATCCCGTCATGATCGCCACCAGCGGTGAT 
CGCCTACTGGATGCGAGCGCTGAAGAATCGCTGCGCCGCCTGGCCGTGCACGTCGATGTG 
GTCACCCCGAATATCCCCGAACTTGCCGTGTTGTGCGACAGTGCTCCTGCCATCACCATG 
GATGAGGCCATTGCTCAGGCTCAGGGATTTGCGCGGACTCATGACACCATCGTCATTGTC 
AAGGGTGGACATCTGACTGGCGCGCTTGCTGATAACGCTGTCGTGCGCCCCGACGGCTCG 
GTGTTCCAGGTGGAAAACCTGCGTGTCAACACCACCAACTCCCATGGCACAGGCTGTTCG 
CTCTCTGCGTCACTTGCCACCAAGATCGCCGCCGGCGAAAGCGTGGAA 

>RXA01215-upstream 

TCGAAGGCTGGGTGCAAAAGAAGCGCCCTGGAACCGCTGCAGCACAAGCCGCAGAAGCCG 
CCCAAAACGTCCACAACCAGGAAGGCTAAGCAGGATCCTC 

>RXA01215 

ATGACTGCTCACTGGAAACAAAACCAAAAGAACCTCATGCTGTTTTCGGGTCGTGCGCAC 
CCAGAACTGGCAGAAGCTGTAGCTAAAGAGCTCGACGTCAACGTCACCCCAATGACGGCA 
CGCGATTTCGCCAACGGTGAAATCTACGTCCGCTTCGAGGAATCAGTTCGTGGCTCCGAC 
TGCTTCGTCCTGCAGTCCCACACCCAGCCTCTCAACAAGTGGCTCATGGAACAGCTGCTG 
ATGATCGACGCTTTGAAGCGTGGTTCCGCAAAGCGCATCACCGCGATCCTGCCGTTCTAC 
CCATATGCCCGCCAGGACAAGAAGCACCGCGGCCGCGAGCCAATTTCTGCTCGCCTCATC 
GCCGACCTCATGCTCACCGCTGGCGCGGACCGTATCGTGTCCGTGGACTTGCACACCGAT 
CAGATCCAGGGCTTCTTCGACGGCCCAGTCGATCACATGCACGCCATGCCGATCCTCACC 
GATCACATCAAGGAAAACTACAACCTGGACAACATCTGCGTGGTCTCCCCTGACGCAGGT 
CGCGTGAAGGTTGCAGAGAAGTGGGCTAACACCTTGGGCGATGCCCCAATGGCGTTCGTG 
CACAAGACCCGCTCCACCGAGGTAGCAAACCAGGTTGTCGCCAACCGCGTCGTCGGTGAC 
GTCGACGGCAAGGACTGCGTGCTTCTCGACGACATGATCGACACTGGCGGCACCATCGCC 
GGCGCTGTGGGCGTCCTGAAGAAGGCTGGCGCAAAGTCAGTCGTCATCGCCTGCACCCAC 
GGTGTGTTCTCTGACCCAGCCCGCGAGCGCCTGTCTGCATGCGGTGCTGAAGAAGTCATC 
ACCACCGACACCCTGCCACAGTCCACCGAGGGCTGGAGCAACCTGACCGTTTTGTCGATC 
GCACCGCTGCTGGCTCGCACCATCAACGAGATCTTCGAAAACGGTTCCGTCACCACCCTC 
TTCGAGGGCGAGGCC 

>RXA01215-downstream 
TAAACACCCATGCCCACCACGGA 

>RXA012 39-upstream 

GCACTTGCTGCGTAAATCTTTTTCCCACGCCGGGAATGCGTGAACACTAAGATCGAGGAC 
GTACCGCACGATTTTGCCTAACTTTTAAGGGTGTTTCATC 

>RXA0123 9 

ATGGCACGTCCAATTTCCGCAACGTACAGGCTTCAAATGCGAGGACCTCAAGCAGATAGC 
GCCGGGCGTTCATTTGGTTTTGCGCAGGCCAAAGCCCAGCTTCCCTATCTGAAGi\AGCTA 
GGCATCAGCCACCTGTACCTCTCCCCTATTTTTACGGCCATGCCAGATTCCAATCATGGC 
TACGATGTCATTGATCCCACCACCATCAATGAAGAGCTCGGTGGCATGGAGGGTCTTCGA 
GATCTTGCCGCAGCTACACACGAGTTGGGCATGGGCATCATCATTGATATTGTTCCCAAC 
CATTTAGGTGTTGCCGTTCCACATTTGAATCCTTGGTGGTGGGATGTTCTAAAAAACGGC 
AAAGATTCCGCTTTTGAGTTCTATTTCGATATTGACTGGCACGAAGACAACGGTTCTGGT 
GGCAAGCTGGGCATGCCGATTCTGGGTGCTGAAGGCGATGAAGACAAGCTGGAATTCGCG 
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GAGCTTGATGGAGAGAAAGTGCTCAAATATTTTGACCACCTCTTCCCAATCGCGCCTGGT 
ACCGAAGAAGGGACACCGCAAGAAGTCTACAAGCGCCAGCATTACCGCCTGCAGTTCTGG 
CGCGATGGCGTGATCAACTTCCGTCGCTTCTTTTCCGTGAATACGTTGGCTGGCATCAGG 
CAAGAAGATCCCTTAGTGTTTGAACATACTCATCGTCTGCTGCGCGAATTGGTGGCGGAA 
GACCTCATTGACGGCGTGCGCGTCGATCACCCCGACGGGCTTTCCGATCCTTTTGGATAT 
CTGCACAGACTCCGCGACCTCATTGGACCTGACCGCTGGCTGATCATCGAAAAGATCTTG 
AGCGTTGATGAACCACTCGATCCCCGCCTGGCCGTTGATGGCACCACTGGCTACGACGCC 
CTCCGTGAACTCGACGGCGTGTTTATCTCCCGAGAATCTGAGGACAAATTCTCCATGCTG 
GCGCTGACCCACAGTGGATCCACCTGGGATGAACGCGCCCTCAAATCCACGGAGGAAAGC 
CTCAAACGAGTCGTCGCCCAACAAGAACTCGCAGCCGAAATCTTAAGGCTCGCCCGCGCC 
ATGCGCCGCGATAACTTCTCCACCGCAGGCACCAACGTCACCGAAGACAAACTTAGCGAA 
ACCATCATCGAATTAGTCGCCGCCATGCCCGTCTACCGCGCCGACTACATCTCCCTCTCA 
CGCACCACCGCCACCGTCATCGCGGAGATGTCCAAACGCTTCCCCTCCCGGCGTGACGCA 
CTCGACCTCATCGCGGCCGCCCTACTTGGCAATGGCGAGGCCAAAATCCGCTTCGCTCAA 
GTCTGCGGCGCCGTCATGGCTAAAGGTGTGGAAGACACCACCTTCTACCGCGCATCTAGG 
CTCGTTGCATTGCAAGAAGTCGGTGGCGCGCCGGGGAGATTCGGCGTCTCCGCTGCAGAA 
TTCCACTTGCTGCAGGAAGAACGCAGCCTGCTGTGGCCACGCACCATGACCACCTTGTCC 
ACGCATGACACCAAACGTGGCGAAGATACCCGCGCCCGCATCATCTCCCTGTCTGAAGTC 
CCCGATATGTACTCCGAGCTGGTCAATCGTGTTTTCGCGGTGCTCCCCGCGCCAGACGGC 
GCAACGGGCAGTTTCCTCCTACAAAACCTGCTGGGCGTATGGCCCGCCGACGGCGTGATC 
ACCGATGCGCTGCGCGATCGATTCAGGGAATACGCCCTAAAAGCTATCCGCGAAGCATCC 
ACAAAAACCACGTGGGTGGACCCCAACGAGTCCTTCGAGGCTGCGGTCTGCGATTGGGTG 
GAAGCGCTTTTCGACGGACCCTCCACCTCACTAATCACCGAATTTGTCTCCCACATCAAC 
CGTGGCTCTGTGCAAATCTCCTTAGGCAGGAAACTGCTGCAAATGGTGGGCGCTGGAATC 
CCCGACACTTACCAAGGAACTGAGTTTTTAGAAGACTCCCTGGTAGATCCCGATAACCGA 
CGCTTTGTTGATTACACCGCCAGAGAACAAGTCCTGGAGCGCCTGCAAACCTGGGATTGG 
ACGCAGGTTAATTCGGTAGAAGACTTGGTGGATAACGCCGACATCGCCAAAATGGCCGTG 
GTCCATAAATCCCTCGAGTTGCGTGCTGAATTTCGTGCAAGCTTTGTTGGTGGAGATCAT 
CAGGCAGTATTTGGCGAAGGTCGCGCAGAATCCCACATCATGGGCATCGCCCGCGGTACA 
GACCGAAACCACCTCAACATCATTGCTCTTGCTACCCGTCGACCACTGATCTTGGAAGAC 
CGTGGCGGATGGTATGACACCACCGTCACGCTTCCTGGTGGACAATGGGAAGACAGGCTC 
ACCGGGCAACGCTTCAGTGGTGTTGTCCCAGCCACCGATTTGTTCTCACATCTACCCGTA 
TCTTTGTTGGTTTTAGTACCCGATAGTGAGTTT 

>RXA012 3 9-downstream 
TGATCCCTG C AC AG GAAAG T TAG 



>RXA012 53-upstream 

ACGCCATCGCAGCCTGCCCTCCTGGCCGCATCGAAGTCCTCGCCAACTACACCGCATTCC 
GAG AC C T C AAAAAG G C T C T G G AG AAAG G G AC C G AAC AAT A 

>RXA01253 

ATGACCACCCTCAACATCGGCCTCATCCTCCCCGACGTCCTCGGAACTTACGGCGACGAC 
GGCAACGCACTAGTCCTGCGCCAACGCGCACGCATGCGTGGCATTAATGCTGAAATCCAG 
CGCGTCACCCTCGACGACGCCGTCCCTTCCACCCTTGATCTCTACTGCCTCGGCGGCGGC 
GAG G A C AC C G C AC AG AT C C T T G C C AC C G AAC AC C T C AC C AAAG AC GGCGGCCTC C AAAC C 
GCAGCCGCCGCAGGCCGCCCCATCTTCGCAGTCTGCGCAGGTCTCCAGGTACTCGGCGAC 
TCCTTCCGCGCCGCCGGCCGTGTCATCGACGGCCTTGGGCTTATCGACGCCACCACCGTC 
TCTTTACAAAAACGCGCCATCGGAGAAGTCGAAACGACACCAACCCGCGCCGGATTCACC 
GCCGAGCTGACCGAACGACTCACCGGCTTCGAAAACCACATGGGCGCCACCCTGCTCGGC 
CCCGACGCCGAACCACTCGGCCGAGTCGTCCGCGGCGAAGGCAACACCGATGTCTGGGCA 
GCCTCCGAAAACACCGACGACCAACGCCAACAATTCGCCGAAGGCGCCGTCCAAGGCAGC 
ATCATCGCCACCTACATGCACGGCCCCGCACTCGCCCGAAACCCCCAACTCGCCGACCTC 
ATGCTCGCAAAAGCAATGGGTGTCGCGCTGAAAGACCTGGAGCCTTTGGACATCGACGTC 
ATCGACCGCCTCCGCGCCGAACGCCTGGCG 

>RXA01253-downstream 
TAGCCCCTTCTAAACCGGGTCTA 

>RXA01321-upstream 
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CTTGCACGATTTGTTAGGTCGT 
>RXA01321 

GTGGCTGAGAATGATTATCCGATGGAAGTTGTTGCGGTTGTGGGTAACCATGAGAACTTG 
CGTTATATTGCGGAGAACCATAATGTTCCGTTTTTCCATGTGCCGTTTCCTAAGGATGCG 
GTTGGTAAGCGGAAGGCGTTTGACCAGGTCGCTGAGATTGTGAATGGTTATGATCCGGAT 
GCGATTGTTTTGGCTCGTTTTATGCAGATTTTGCCGCCGGATTTGTGTGAGATGTGGGCT 
GGTCGTGTGTTGAATATTCATCACAGTTTCTTGCCGTCGTTTATGGGTGCGCGCCCGTAT 
CATCAGGCGTATAGCCGTGGTGTGAAGTTGATTGGTGCGACCTGCCATTATGCGACTGGG 
GATCTGGATGATGGTCCGATCATTGAGCAGGATGTTATTCGTGTGACGCATAAGGATACG 
CCGACTGAGATGCAGCGTTTGGGCCGCGATGCGGAGAAGCAGGTGCTGGCTCGCGGTTTG 
CGTTTCCACTTGGAGGACCGGGTGCTGGTTTACGGTAACCGCACGGTTGTCTTTGAT 

>RXA0 132 1-downst ream 
TAAGGCTTTTTGCTTTTCGACGC 

>RXA01352-upstream 

GTGCCCAATGCATTGGGCTGAGATTGCGCGCTGTTGCTGCGCGGGACCGTTCGAACCTGT 
CTGGTTAACACCAGCGAAGGAAGCGAGGATTGATTGTCCC 

>RXA01352 

GTGTTTGAAAATCGTTTTGACCTGCGTTGTTATGTTGTGACTGGTGCGGGCTCGGTGGAT 
GAGGTTGTGCACACTGCGTCTGCTGCGGCTCGTGGTGGCGCGGGTGTGGTGCAGGTGCGT 
TCAAAGCCTATTTCGCCAGAAGCGATGAGGGAGTTGGCATCAAAGGTTGCGCTTGAGGTT 
GCGCGGTGCAGCCCAACAACGAGGGTGCTTATCGACGACCACCTCCACGTTGCTTCTTCC 
TTAATGCGCGAAGGACTCCCGATTCACGGTGTGCATCTTGGGCAGGATGATATGTCGGTG 
CTTGAGGCTCGTGAGTTGTTGGGGCCTGAGGCGATCATTGGGTTGACTACTGGAACCCTA 
GAACTTGTGGCGGCGGCGAATGAGCTGTCCGATGTGTTGGATTACATCGGTGCTGGGCCG 
TTTCGGAAGACTCCCACCAAGGATTCAGGTCGGCCACCGATTGGCCTTGCGGGTTATCCC 
CCTTTGGTGGAATTGTCCAAGGTGCCGATCGTTGCGATTGGTGATGTCACCCCTGCCGAT 
GTGCGCGCTCTCAGCGCAACCGGTGTGGCTGGCGTTGCCATGGTGCGGGCTTTTTC'TGAA 
TCTGAT 

>RXA013 60-upstream 

GTGGCAATCAACGCCGCGGTCGTACCCAGATCCCAGTGGTCACGCGCCATTTGTGACAAC 
GATTCCGTAGAAGTTCTCACCGCAATTCAGGGAGGTTAAA 

>RXA013 60 

ATGCTGCATATTGCTGATAAAACTTTCGATTCCCACCTCATCATGGGCACCGGCGGAGCC 
ACCTCTCAGGCGTTGCTGGAGGAATCCCTTGTCGCCAGTGGAACTCAATTGACCACCGTG 
G C GAT G C G T C G AC AC C AAG C AAC C AC C T C TAG C G G AG AA 



>RXA013 61 

GCCGACGCTGTGATCTCTATTGATGGCCACGATCCGTGTTTGACCGTGACGATGAATTCG 
GGGGTGAGGGTTGCGTCGAAAAGCGTTGTTGTTTTGGCGGCGGGCCTGGGCGCCGCAAGC 
ATTCCCGGCTGGTTTGAGGGCGCGAACCCATTGCAGTTGAGGCCGGTGTACGGCGATATT 
GTGCGCGTGCGCGTGCCGGAGCGACTGCAGCCGATGGTCACCAAGGTGGTGCGCGGGTTT 
GTGGAAGATCGTCAGATTTATATCATTCCGCGTACCGATGGCACCCTCGCGATCGGCGCG 
ACAAGCCGTGAGGATCACCCGCAACCTCGAACGGGCGCAGTGCATGATTTGCTACGCGAT 
GCTATCCGTTTGATTCCGGGCATTGAAGAAACCGAATTTATCGAAGTCACCTGCGGCGCC 
CGCCCCGGCACCCCGGATGACCTGCCGTACCTGGGATGGGTTGGATCCAATGTGATTGCG 
TCCACAGGATATTTCCGCCATGGAATTTTGCTGTCAGCCCTTGGTGCACGCGCTGCCGTT 
GATATGGCAACCAACCAGCCACTGTTCCCCACTCTTGATGTGTGCGATCCGTTTCGCCAC 
CAAATT 

>RXA013 61-downstream 

T AAG G AT T T T T C AC AAG T G AT T A 

>RXA0 1371 -upstream 

AACAGCTTCAATCAATTCGGTGTCCACTCCAACATGTAGAGTGGTGCGCGTTAAAAAAGT 
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TTTCCTAATTTTCATTTTCTTAAAAGGAGCTCGCCAGGAC 
>RXA01371 

ATGGCACAGGTTATGGACTTCAAGGTTGCCGATCTTTCACTAGCAGAGGCAGGACGTCAC 
CAGATTCGTCTTGCAGAGTATGAGATGCCAGGTCTCATGCAGTTGCGCAAGGAATTCGCA 
GACGAGCAGCCTTTGAAGGGCGCCCGAATTGCTGGTTCTATCCACATGACGGTCCAGACC 
GCCGTGCTTATTGAGACCCTCACTGCTTTGGGCGCTGAGGTTCGTTGGGCTTCCTGCAAC 
ATTTTCTCCACCCAGGATGAGGCTGCAGCGGCTATCGTTGTCGGCTCCGGCACCGTCGAA 
GAGCCAGCTGGTGTTCCAGTATTCGCGTGGAAGGGTGAGTCACTGGAGGAGTACTGGTGG 
TGCATCAACCAGATCTTCAGCTGGGGCGATGAGCTGCCAAACATGATCCTCGACGACGGC 
GGTGACGCCACCATGGCTGTTATTCGCGGTCGCGAATACGAGCAGGCTGGTCTGGTTCCA 
CCAGCAGAGGCCAACGATTCCGATGAGTACATCGCATTCTTGGGCATGCTGCGTGAGGTT 
CTTGCTGCAGAGCCTGGCAAGTGGGGCAAGATCGCTGAGGCCGTTAAGGGTGTCACCGAG 
GAAACCACCACCGGTGTGCACCGCCTGTACCACTTCGCTGAAGAAGGCGTGCTGCCTTTC 
CCAGCGATGAACGTCAACGACGCTGTCACCAAGTCCAAGTTTGATAACAAGTACGGCACC 
CGCCACTCCCTGATCGACGGCATCAACCGCGCCACTGACATGCTCATGGGCGGCAAGAAC 
GTGCTTGTCTGCGGTTACGGCGATGTCGGCAAGGGCTGCGCTGAGGCTTTCGACGGCCAG 
GGCGCTCGCGTCAAGGTCACCGAAGCTGACCCAATCAACGCTCTTCAGGCTCTGATGGAT 
GGCTACTCTGTGGTCACCGTTGATGAGGCCATCGAGGACGCCGACATCGTGATCACCGCG 
ACCGGCAACAAGGACATCATTTCCTTCGAGCAGATGCTCAAGATGAAGGATCACGCTCTG 
CTGGGCAACATCGGTCACTTTGATAATGAGATCGATATGCATTCCCTGTTGCACCGCGAC 
GACGTCACCCGCACCACGATCAAGCCACAGGTCGACGAGTTCACCTTCTCCACCGGTCGC 
TCCATCATCGTCCTGTCCGAAGGTCGCCTGTTGAACCTTGGCAACGCCACCGGACACCCA 
TCATTTGTCATGTCCAACTCTTTCGCCGATCAGACCATTGCGCAGATCGAACTGTTCCAA 
AAC G AAG G AC AG T AC G AG AAC GAG G T C T AC C G T C T G 

>RXA01381 

TCCGCAGGCGTTGGAACCATCACGGTCATCGATGACGACACCGTCGACATTTCCAACATT 
CACCGCCAAATCCTCTTCGGCGCAAGCGATGTCGGTCGACCCAAGGTCGAGGTTGCCGCC 
GAGCGCCTCAAAGAACTCCAACCAGACATCACCGTCAACGCGTTGCACGAACGGATCACT 
CCAGAAAACGCCTGCGAGCTGCTCAATTCCGTGGACCTCGTCTTAGACGGCTCCGATTCT 
TTCTCCACAAAATACTTAGTGTCTGATGCCGCCGAAATCACCGGAACTCCCCTCATCTGG 
GCAACGGTACTGCGCTTTCACGGCGAACTGGCACTCTTCAACTCTGGCCCCGACCACCGC 
GGAGTCGGCCTGCGCGACGTCTTCCCCGAACAACCCTCCGCCGATTTCGTCCCTGACTGC 
GCCACCGCTGGTGTTCTTGGCGCCACCACAGCCACCATCGGCGCACTCATGGCCACTCAC 
GCCATCGGATTTCTCACAGAAATCGGCGACGTCCAACCAGGCACAATCCTCTCCTACGAC 
GCATTCCCCGCCGCCACGCGCAGCTTCCGCGTCTCCGCCGACCCGGCGCGCCCACTGGTC 
ACCCGCCTCCGCGCCTCCTACGAGGCAGCGCGCACCGATACAACTTCGCTTATCGACGCC 
ACCCTCAACGGCTCCCTCACCGCCCTCGATATCCGAGAGCCACATGAAGTTCTGCTCAAA 
GACCTCCCCGAGGGCGCAACGTCACTGAAGCTCCCCTTAAGCCAGATCACCTCGGACAGC 
GACATTTTAGAGGCACTGTCTGGAATCGACGGCGACATTTTGGTCTACTGCGCTTCGGGA 
ATCCGCAGTTCCGACTTCATCGACAACTACTCCCACCTCGGCCACAAATTTGTGAATCTT 
CCCGGTGGGGTCAACGCGCTG 

>RXA0 1381 -downstream 
TAGCTGTCAATTTAAGAGGCCAG 

>RXA013 93-upstream 

CAAAAGCAGACCTGTAATGAAGATTTCCATGATCACCATCGTGACCTATGGAAGTACTTA 
AGTAAAATGATTGGTTCTTAACATGGTTTAATATAGCTTC 

>RXA01393 

ATGAACCCCATTCAACTGGACACTTTGCTCTCAATCATTGATGAAGGCAGCTTCGAAGGC 
GCCTCCTTAGCCCTTTCCATTTCCCCCTCGGCGGTGAGTCAGCGCGTTAAAGCTCTCGAG 
CATCACGTGGGTCGAGTGTTGGTATCGCGCACCCAACCGGCCAAAGCAACCGAAGCGGGT 
GAAGTCCTTGTGCAAGCAGCGCGGAAAATGGTGTTGCTGCAAGCAGAAACTAAAGCGCAA 
CTATCTGGACGCCTTGCTGAAATCCCGTTAACCATCGCCATCAACGCAGATTCGCTATCC 
ACATGGTTTCCTCCCGTGTTCAACGAGGTAGCTTCTTGGGGTGGAGCAACGCTCACGCTG 
CGCTTGGAAGATGAAGCGCACACATTATCCTTGCTGCGGCGTGGAGATGTTTTAGGAGCG 
GTAACCCGTGAAGCTAATCCCGTGGCGGGATGTGAAGTAGTAGAACTTGGAACCATGCGC 
CACTTGGCCATTGCAACCCCCTCATTGCGGGATGCCTACATGGTTGATGGGAAACTAGAT 
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TGGGCTGCGATGCCCGTCTTACGCTTCGGTCCCAAAGATGTGCTTCAAGACCGTGACCTG 
GACGGGCGCGTCGATGGTCCTGTGGGGCGCAGGCGCGTATCCATTGTCCCGTCGGCGGAA 
GGTTTTGGTGAGGCAATTCGCCGAGGCCTTGGTTGGGGACTTCTTCCCGAAACCCAAGCT 
GCTCCCATGCTAAAAGCAGGAGAAGTGATCCTCCTCGATGAGATACCCATTGACACACCG 
ATGTATTGGCAACGATGGCGCCTGGAATCTAGATCTCTAGCTAGACTCACAGACGCCGTC 
GTTGATGCAGCAATCGAGGGATTGCGGCCT 

>RXA013 93-ciownstream 
TAGTTACTTCTGAAAAGGTTCAG 



>RXA0 13 94 -upstream 

GAGCAAAGTGTCCAGTTGAATGGGGTTCATGAAGCTATATTAAACCATGTTAAGAACCAA 
T C AT T T T AC T T AAG T AC T T C C AT AG GT C AC G AT GG T G ATC 

>RXA013 94 

ATGGAAATCTTCATTACAGGTCTGCTTTTGGGGGCCAGTCTTTTACTGTCCATCGGACCG 
CAGAATGTACTGGTGATTAAACAAGGAATTAAGCGCGAAGGACTCATTGCGGTTCTTCTC 
GTGTGTTTAATTTCTGACGTCTTTTTGTTCATCGCCGGCACCTTGGGCGTTGATCTTTTG 
TCCAATGCCGCGCCGATCGTGCTCGATATTATGCGCTGGGGTGGCATCGCTTACCTGTTA 
TGGTTTGCCGTCATGGCAGCGAAAGACGCCATGACAAACAAGGTGGAAGCGCCACAGATC 
ATTGAAGAAACAGAACCAACCGTGCCCGATGACACGCCTTTGGGCGGTTCGGCGGTGGCC 
ACTGACACGCGCAACCGGGTGCGGGTGGAGGTGAGCGTCGATAAGCAGCGGGTTTGGGTA 
AAGCCCATGTTGATGGCAATCGTGCTGACCTGGTTGAACCCGAATGCGTATTTGGACGCG 
TTTGTGTTTATCGGCGGCGTCGGCGCGCAATACGGCGACACCGGACGGTGGATTTTCGCC 
GCTGGCGCGTTCGCGGCAAGCCTGATCTGGTTCCCGCTGGTGGGTTTCGGCGCAGCAGCA 
TTGTCACGCCCGCTGTCCAGCCCCAAGGTGTGGCGCTGGATCAACGTCGTCGTGGCAGTT 
GTGATGACCGCATTGGCCATCAAACTGATGTTGATGGGT 

>RXA0 13 9 4 -downstream 
TAGTTTTCGCGGGTTTTGGAATC 

>RXA01416 

GCTGGCGCTTCCGAAAACGTTGTCAACCGCGTCAAGGACGGTGCACCAGCACCAACCGAA 
AAGATCGTCTCCGACGGCCTTGAAGCAGCTAAGCCATTCATCGACATCCTGTGCCGCGCA 
CAGGAAGGTCTGGCACAGCGCGTTGGAAACGCAGCCAAGGAATTCCCACTGTTCCCTCCA 
TACACCGACGAGGTGTACTCCGCAGTGGAGCGCAAGGTATCCAAGAAGCTAGCTTCTTTG 
CTGACCCTGAAGGCAAAGCAAGAGCGCGACGACGCTACCAACGCCTACATGGAAGAAATC 
GAAGCCGAACTGCTTCCAAAGTTCGAGGCTTCCTACAGCTCAGCAGCTGAAGCGTCCAAG 
GAAATCCGTGCAGGATACAACGCTGTCATGAAGGCCATCGTGCGCCGCATGATCCTCACC 
GATCACTTCCGCATCGACGGCCGCGGAGTCACCGACATCCGTGACCTGGCAGTAGAAGTT 
GAGCTCATCCCACGTGCGCACGGTTCCTCCCTCTTCGAGCGTGGCGAGACCCAGATCCTT 
GGTGTCACCACCCTGGACATGCTCAAGATGGAACAGCAAATCGACTCCCTGGCACCAGGC 
GAT G C G AAG C G C T AC AT G C AC C AC T AC AAC 



>RXA014 4 2-upstream 

AATTAAGCAACCTTTTTAACAGGTTTAGAGCTTTCACGAGGTGGCGTCAGATAAAGTGAA 
C AC C AAT A T T T C T G AC AT C T T C C AAC G GAG G C T AAAAG G C 

>RXA01442 

ATGTACATCCCAGAGTCGATCGGCACCCCTTTGACCCCCAATGCCACGAAAGTGATGCTG 
CTGGGATCAGGAGAATTAGGCAAAGAAGTAGCCATCGCTTTCCAGCGTCTCGGCCTGGAA 
GTCCATGCAGTTGATCGCTACGAACATGCCCCAGCCCACCAGGTCGCTCACTTCTCCTAT 
GTCATCGACATGACAGATGCAGCCCAGGTGCGGGAATTGGTGGAGCGTGTGCGCCCAGAT 
TTTGTCATTCCTGAAATCGAAGCACTGGCAACCGATGAACTGGTGAAGATCGAAGAAGAG 
GGGCTAGCTACCATCGTGCCCACTGCACGTGCAGCCAAGCTGACCATGAACCGCGAAGGC 
ATCCGCAAGCTGGCGGCAGAGGAACTGGGTCTTCCAACCTCCAACTATGAGTTCTGCTCC 
ACTTTCGAGGAATTCTCCGCAGCTGCTGAAAAGCTTGGTTACCCCAACGTGGTGAAACCA 
GTGATGAGTTCTTCCGGCAAGGGCCAATCTGTTTTGCGTAGTTCAGACGATCTGCAGGCA 
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GCATGGGATTATGCGATGAGCGGTGCACGCGTGGCCAACTCCCGCGTCATCGTGGAAGCT 
TTCGTGGAATTCGATTACGAGATCACCCTGTTGACAGTAAGGTCCATCGATCCCACCACC 
TCTAAGCCTGCGACCTGGTTCTGTGAGCCCATTGGGCACCGCCAAGAAGACGGCGACTAC 
GTGGAATCCTGGCAGCCAATGGAGATGACTCCTCGCGCGCTGGAAAACGCACGCTCAGTA 
GCCGCACGCATCACCAACGCATTGGGCGGACGCGGCGTATTTGGTGTGGAGCTCTTTGTC 
TCCGGCGATGACGTGTACTTCTCTGAAGTCTCCCCACGCCCACACGACACCGGCCTTGTC 
ACCCTTGCCACCCAGCGTTTCTCTGAATTTGAACTCCACGCCAAGGCAATTCTGGGATTG 
CCTGTTGATGTCACCCTGATTTCTCCAGGTGCCTCCGCTGTCATCTACGGTGGCATCGAA 
TCTGAAGGCGTGAGCTACACCGGGTTGGCTGAAGCGCTGGCAGTGGCTGAAACTGATCTT 
CGTATCTTTGCCAAGCCAGAGGCCTTCACCAAGCGTCGCATGGGTGTTGCAGTGTCCACC 
GCTGAGGATGTGGCTGCAGCCAGGGACCGCGCCACTTTGGCTGCCGCGGCGATCAAGGTT 
CATCCAGGAAATTCCGCAGAGGCT 

>RXA014 4 2 -downstream 
TAACATGCTGGGAAAGCATCGGG 



>RXA014 4 6-upstreara 

GATGATTAAAAACCTCACATGGGATAGTAAGATGAAATAACGTCTGTGTGCGCACACGCG 
TGCATACTCCAACTTCATGGATCGGATGTGACGTAAACCA 

>RXA014 4 6 

ATGGCTGCAATCGTTATTGTCGGCGCTCAATGGGGCGATGAAGGCAAAGGTAAGGCCACG 
GATATTCTCGGCGGACTCGTCGATTACGTGGTTAAGCCCAATGGCGGTAACAACGCTGGA 
CACACTGTTGTGGTCGGCGGCGAGAAGTACGAGCTAAAGCTCCTTCCTGCCGGCGTCCTC 
TCCGAAACGGCCACCCCAATTTTGGGCAACGGCGTTGTGATCAACCTTGAGGCACTGTTC 
GAAGAAATCGACGGCCTTGAGGCTCGCGGTGCGGATGCATCCCGCCTGCGCATCTCTGCA 
AACGCTCACCTGGTTGCTCCATACCACCAGGTGATGGACCGTGTTCAGGAACGCTTCCTG 
GGCAAGCGCGCAATCGGCACCACCGGCCGTGGCATCGGCCCAACCTACGCGGACAAAGTA 
TCCCGCGTGGGAATCCGTGTTCAAGACATTTTCGACGAATCCATCCTTCGTCAAAAAGTC 
GAATCCGCCCTGGATTACAAAAACCAGGTGCTGGTGAAGATGTACAACCGCAAGGCCATC 
GTCGCTGAGGAAATCGTGCAGTACTTCCTCTCCTACGCTGATCGTCTGCGCCCCATGGTC 
ATCGATGCCACCTTGGTGCTCAACGAGGCACTTGATCAGGGCAAGCACGTTCTTATGGAA 
GGTGGCCAGGCAACCATGCTCGACGTGGACCACGGCACCTACCCATTCGTCACCTCCTCC 
AACCCAACCGCCGGTGGCGCAAGTGTTGGTTCAGGTATCGGCCCAACCAAGATCACCAGC 
TCCTTGGGTATCATCAAGGCCTACACCACTCGTGTTGGTGCCGGCCCATTCCCAACTGAG 
CTGTTTGATAAGTGGGGCGAGTACCTGCAGACCGTCGGTGGCGAGGTCGGCGTGAACACC 
GGCCGTAAGCGTCGCTGTGGCTGGTACGACTCCGTGATTGCTCGTTACGCATCCCGCGTC 
AACGGATTCACCGACTACTTCCTGACCAAGCTAGACGTGCTCACCGGCATCGGTGAAATC 
CCAATCTGCGTAGCTTACGACGTTGATGGTGTTCGCCACGATGAAATGCCACTGACCCAG 
T C AG AG T T C C AC C AC G C AAC C C C AAT C T T T G AAA C CAT G C C T G CAT G G G AC G AAG AC A T C 
ACCGACTGCAAGACCTTCGAGGATCTTCCACAAAAGGCCCAGGACTACGTCCGACGTCTG 
GAAGAACTCTCTGGTGCTCGCTTCTCCTACATCGGTGTTGGACCTGGTCGCGATCAGACC 
ATCGTCCTGCATGACGTACTAGCTGACAAC 

>RXA014 4 6-downstream 
TAGTACTGATAAACATCAGTGAG 

>RXA014 83-upstream 

GGGTGCCCGATAAGGTGAAGCATCTTTGCGCGCAATCCAAGGTCTGCTGCGCCCTTCGCG 
GCGTGCACGCCATGAGCAACTTCGGAGGCTGAAAAAGTAG 

>RXA014 83 

ATGTACCCCTATTCCGACGCAGACGCTTTTCGACGCCAGCCTGAGCGCGCCAAGTCCAGC 
CAACTGCGTACCAGCGCCGTAGACACCCGCAGCGCGTTCGCCCGCGACCGGGCTCGCGTG 
CTGCATTCTGCTGCTCTTCGACGCCTCGCGGATAAAACCCAAGTGGTTGGCCCCAATGAT 
GGTGATACTCCGCGCACCCGGCTGACGCACTCTTTGGAAGTAGCTCAAATTGCACGGGGA 
ATCGGAGCTGGACTGGATTTGGATCCTGATCTGTGCGATCTGGCAGGGCTGTGCCATGAC 
ATTGGGCATCCGCCGTATGGACACAACGGTGAAAACGCGTTGAATGAAGTTGCTGCGGCC 
TGTGGAGGATTTGAGGGCAACGCCCAAACCTTGCGTATTCTCACGCGTCTGGAGCCAAAA 
ATTGTCTCTGATGAGGGGGAGAGCTTTGGGCTGAACTTGTCGCGGGCTGCTCTTGATGCT 
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GCATGTAAGTATCCGTGGGCTAAAACAAATGCGGATGGCAGTGTCAATAAGAAATACAGT 
GCTTATGACGAGGACGCAGAAATCCTCGCTTGGATTAGACAAGGCCATGAGGATCTTCGC 
CCACCGATCGAAGCGCAGGTCATGGACTTTTCTGATGACATTGCCTACTCGGTGCACGAT 
GTGGAAGACGGTATTGTATCCGGGCGTATCGACTTAAAAGTGCTGTGGGACCTGGTTGAA 
TTAGCAGCTTTGGCAGACAAAGGAGCAGCTGCTTTCGGAGGTTCGCCTGCAGAGCTCATC 
GAGGGTGCAGCATCGTTGCGGGAACTTCCGGTGGTGGCTGCCGCTGCGGATTTTGATTTC 
TCACTGCGTTCCTACGCTGCGCTGAAGGCGATGACTTCAGAACTAGTGGGAAGATACGTT 
GGC TC T AC C AT CG AG TC AAC AAAG AAAAC ACACGC T GGC AT TG AT GTGGGACGC AT GC AC 
GGCGATTTGATCATTCCAGAAACAGCGGCCAGTGAAGTAAAACTGCTCAAAACGTTAGCG 
GTTCTCTACGTGATGGATGACCCAGGGCACCTTGCGCGCCAAAACAGGCAACGGGATCGT 
ATCTTCCGGGTTTTTGACTACCTGGTGCTGGGGGCTCCGGGATCGTTGGATCCGATGTAT 
CGCCAGTGGTTTATTGAAGCGGATTCAGAATCGGAACAGATCCGTGTGATTGTTGATCAG 
ATTGCGTCGATGACGGAGTCTCGTCTGGAACGCCTTGCCCGGAATGCTGCTGACATCTCA 
GGATTTTTGGGA 

>RXA0 1 4 83-downstream 
TAATTGGTTAGAGCAGCAGTAAG 

>RXA014 8 6-upstream 

AGAGAACTGGTAAGGTTTTTACCGTTCTAGACCGCAGAAATCTTCGCGGCGACACCGATG 
A T C G C C GAG C AG AAC T AAAC AT GAG GAG AC C T AC T C G CAT 

>RXA014 8 6 

ATGAGCGATGTAAAGGACTTCGAAGACACCGAATTTGGCCTGATCGAGGCCGTCGCAACC 
ATCGACAACGGTGACTTCGGAACCCGCACCATCCGTTTTGAAACCGGCCAACTTGCCCGC 
CAGGCAGATGGTGCAGTGACCACCTACCTCGACGATGACACGATGCTGCTGGCAACCACC 
ACCGCATCCAACCAGCCACGCGAGGGCTTTGACTTCTTCCCACTGACCGTGGACGTTGAA 
GAGCGTATGTACGCAGCTGGTCGCATCCCTGGCTCTTTCTTCCGTCGGGAGGGTCGCCCA 
TCCACCGAAGCTATCCTGGCTTGCCGTCTCATCGACCGCCCACTGCGCCCAACCTTTGTT 
AAGGGCCTGCGCAATGAGGTTCAGATCGTTGTCACCGTCATGTCCATGAACCCTGAGGAT 
TACTACGATGTCGTAGCAATCAACGGAGCTTCCGCAGCAACCCGCATCTCCGGACTTCCT 
GTCTCCGGCGCTGTCGGTGGCGTTCGCATGGCACTGGTTGGTGATGAAAAGCACCCAGAA 
GGCCAATGGGTTGCATTCCCAACCCACGCTCAACATGAGCAGTCCGTATTTGAAATCGTT 
GTGGCTGGTCGCCTCGTCGAGCGCAAGCGCGGCAACAAGACCTTCTCCGACGTCGCA 

>RXA014 8 9-upstream 

GTCATGGGATGTCATTCCGGCGGGCTTGTCGACGATCACGAGTCCAGGTTTAGGGGCAGG 
AGCATTCATGTCTGTTGAGTCTATGCCGTAGTCTAAAACA 

>RXA014 8 9 

GTGGATATTTGGAGTGGACTAGACAGCGTTCCGGCTGATCTTCAAGGATCAGTAGTCACC 
ATTGGTGTGTTTGATGGGCTCCACCGGGGGCATCAAAGTTTAATCGGCGAGGCCAAGAAG 
CAGGCCGAGGAGCTGGGTGTGCCTTGTGTCATGGTGACCTTTGACCCGCATCCGATCGCT 
GTGTTTTTGCCAGGTAAAGAGCCAACCCGTTTGGCTCCTTTGGATTATCGCCTTAATTTG 
GCTGCGGAATGTGGCGTCGATGCTGCGTTGGTTATTGATTTCACTAAAGAACTCGCAGGT 
CTGAGCGCTGAAGAGTATTTCACAACCATGATCGTGGATACGCTGCATGCGCGTTCAGTT 
GTGGTGGGGGAGAACTTCACCTTCGGTGTCAATGGCGCTGGCACTGAGTCCACGATGCGG 
GAATTGGGACAAAAGTTTGGCGTGAATGTCACGATTGCTCCGCTGCTGCATGATGATGAC 
CAGCGTATTTGCTCCACCTTGGTGCGCGATTACTTGGATCAGGGCGAGGTTGAGCGCGCG 
AACTGGGCGCTTGGTCGACGCTATGCCGTGCGCGGCGAAGTTGTCCGTGGTGCTGGCCGT 
GGCGGCAAAGAATTGGGCTATCCCACCGCGAATCTCTACCTGCCGACCTCTGTGGCGCTG 
CCCGCCGATGGCGTGTATGCAGGCTGGTTCACCATCACCGATGACCGCGAAATCGACAAG 
GAAATCTCCCGCGATATCGACGGCACCATGGTTCCAGGCGTGCGTTACCAAACTGCCATT 
TCCGTGGGCACCAATCCCACCTTCGGCGATGAGCGACGCAGCGTCGAGGCATTCATCCTC 
GACCAGGAAGCCGACCTGTACGGTCACCATGTCATGGTGGAATTCGTGGGACACTTGCGC 
GACATGGTCAAATTCAACGGCGTCGACGAGCTACTAGACGCCATGGCCCGAGATGTCACC 
AACGCCCGCGACATCCTTGCCAAAGACAAATTGCTTCTCGACGCCGACACCCAGCCCAGC 
GCT 

>RXA014 8 9-downstream 
TAAGGCCGGTCACCGGCCATCAA 
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>RXA014 91-upstream 

AACGGTGTGAAACACATTGAAGTGTCGTTGGGTTATCCGCGCGAATGGGAGCATTGGTCT 
GGGCAGCATGTGTGGCCATATCCAGTGATGGAGGTGGACA 

>RXA014 91 

ATGCTGGATGAGTCTTTGTTTCCAAATTCGGCAAAGTTTTCTTTCATTAAAACTGGCGAT 
GCTGTTAATTTAGACCATTTCCATCAGTTGCATCCGTTGGAAAAGGCACTGGTAGCGCAC 
TCGGTTGATATTAGAAAAGCAGAGTTTGGAGATGCCAGGTGGTGTGCACATCAGGCACTC 
CAAGCTTTGGGACGAGATAGCGGTGATCCCATTTTGCGTGGGGAACGAGGAATGCCATTG 
TGGCCTTCTTCGGTGTCTGGTTCATTGACCCACACTGACGGATTCCGAGCTGCTGTTGTG 
GCGCCACGATTGTTGGTGCGTTCTATGGGATTGGATGCCGAACCTGCGGAGCCGTTGCCC 
AAGGATGTTTTGGGTTCAATCGCTCGGGTGGGGGAGATTCCTCAACTTAAGCGCTTGGAG 
GAACAAGGTGTGCACTGCGCGGATCGCCTGCTGTTTTGTGCCAAGGAAGCAACATACAAA 
GCGTGGTTCCCGCTGACGCATAGGTGGCTTGGTTTTGAACAAGCTGAGATCGACTTGCGT 
GATGATGGCACTTTTGTGTCCTATTTGCTGGTTCGACCAACTCCAGTGCCGTTTATTTCA 
GGTAAATGGGTACTGCGTGATGGTTATGTCATAGCTGCGACTGCAGTGACT 

>RXA014 91-downstream 

T G AAC T G GAT G GAG AG GAT AC C T 

>RXA01508-upstream 

TTCCGGGACGTTTCCGTGATCTCGTGGAAGATCCCAAACTCCGTTCCGGTGCCGTCGTGG 
CCGCCGTCATCTTGATCGTGGTGGGAACCGTAAACGCTGC 

>RXA01508 

ATGTCTGATTTAGGACCCATCTGGCGCTGGCTGTTATTAGTTTCCGTCTCCATTTGTGCG 
GCATCGGGGCTGGTCTATGAGCTAGCCCTGGTATCGCTTTCCACCAGCTTGAACGGTGGC 
GGAATTGTAGAAACCTCCCTCATCGTCGCAGGTTATGTAGCTGCCCTTGGACTTGGTGCA 
CTGCTGGTCAAGCCGTTTCTCAACTGGCCTGCGCAAACCTTCCTCGGTGTGGAAACCCTC 
CTTGGACTTATTGGTGGTTGTTCCGCGCTGGTGCTGTATTTCACCTTCGCGACCATCGGC 
CAATCCCTGTGGATTCTGGTGATTGCCACCGCTGCAATTGGCATCCTGGTCGGCGCTGAA 
CTTCCACTGCTGATGACCATGATCCAGCAAGGCCGCCTCGCCGACGCCAAAACCACAGGA 
TCTCTGGTTGCCACCTTGAATGCTGCTGATTACCTTGGCGCACTTTTAGGTGGCCTGGCC 
TGGCCTTTTGTGTTGCTGCCGTGGCTTGGCATGATGCGCGGTGCCGCAGCAGCCGGAATG 
ATCAACCTCGTTGCAGCACTATTCGTGGGCTGTGTGCTGCTGCGACATTTGCTTCCGCGC 
ACCCACTTCTTCGTATCCGTGGTGGCGCTTCTTCTCGCGATCGCAGCGCTAGCCACCGTG 
TTGGTGAAATCCGACGGGATCGTTGCCACCGCCCGCGCACAGCTCTACCGCGACCCCGTG 
ATCTATTCACACCAATCTGACTACCAAGACATCGTAGTGACAGAACGAGGCAAAGACCGA 
CGCCTCTACCTCAATGGCGGTTTGCAGTATTCCACTCGTGACCAGCATAGATATACAGAA 
TCACTGGTGTATCCAAGCCTTAATCCAGAGGCAGAATCGGTGTTAATCATCGGCGGTGGC 
GATGGCCTCGCAGCACGGGAACTCCTCCGATTCCCATCAATGCAGATCACCCAAGTTGAA 
TTAGACCCAGAAGTCATCGAAGTAGCCAACACAGTGCTGCGCTCTGACAATGGGGGAGCG 
ATGGAAGATCCCCGCGTCTCCATCATCGTTGACGACGCTTTCACCTGGCTGCGCTCCGGC 
GGAAATAATGGCGAAACTTACGATTCCATCATCATCGATCTTCCCGACCCAAACAACGAC 
ACCATGGCCAGGCTGTATTCAGAAGAGTTCTACACCTTGGCCCGAGCACGACTGAACGAA 
CAAGGCCGCATGGTGGTGCAATCCTCCAGCGCCTACACCACTCCAGATGTGTTCTGGCGA 
GTTGGAGCAACCTTGAAATCGGCGGGCTGTGAACAAGTCATCCCATATCACGTGCATGTT 
CCCACATTTGGCGACTGGGGCTTCCAACTGTGTGGCCCTGCCGACATGGAATTAGAGCTT 
CGGGAAGACACCCCGCCACTGACTTTCCTTAATGATGAAGTTCTGGTGGCTGCTGGGGTG 
TTTGGGTTGGATAATCAGCCTCGTGAATTGGAACCTTCCACGCTGGATCATCCCCGCGTG 
GTGGAGGATCTGCGCAAGGGATACCGCGAATCAGGCGAC 

>RXA0 1508 -downstream 
TAGCTGCAACGATGCGCTGTGTG 

>RXA01512-upstream 

GGGTAAAAGCGATAATGGAAGGTTGGAAGTGGTGCGGCAAAGTGGCAAGCTTAAGATCAC 
TGATTGACACCTGAATCTACAACACAAGGGGAACGCGACG 

>RXA01512 
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ATGAGCAACAACGTAGAAATGGCCGACCACAAAGATCTCAATGTTCCAGCCAACCCATAC 
GGCACCGACATTGAATCAGTATTGATCAGCGAAGAGAAGCTCAAGCAGCGCATCGCCGAA 
ATGGCCAAGCGCGTCTCCGAAGAGTTCAAAGACGCCGAAGAAGACCTCATCCTGGTGTGC 
GTGCTCAAGGGCGCGTTCTACTTCCTGGCAGATTTCTCCCGCATGCTCGACATCCCCACC 
CAGTCCGAGTTCATGGCGGTGTCCTCTTACGGAAACTCCACCTCCTCTTCAGGCGTGGTG 
CGCATCCTCAAGGACCTGGACAAGGAAATTGAAGGCCGCGACGTTTTGATCGTGGAAGAC 
ATCATCGATTCCGGACTGACCCTGTCCTGGCTGATGCGCAACCTGAAAAACCGCAACCCT 
AAGTCCCTCAACGTGATCACCTTGCTGCGTAAGCCAGAGCGCCTGACCACCAACATCGAC 
ATGTTCGACATTGGATTTGATATTCCAAATGAGTTTGTTGTGGGCTACGGACTTGATTTC 
GCAGAACGCTACCGCGACCTGCCATATGTGGGCACCCTCGAGCCTCACGTGTACTCCGAC 

>RXA01512-downstream 
TAGTAATCAAAAGTGCGAAAGAG 

>RXA0 151 4 -upstream 

ACCACAGAAATGCCTGTCGTTCCAGATCAGCCCATCGATGGTGATTCCGGGAAGTCCGCT 
GAG G G C AC AC AG G AG AA T C C G G AAAA T G AAG G AG AC AAC C 

>RXA01514 

GTGGATAACCACGCTGCAGTTCGCGAGTTCGATGAGGAGCGCGCAACAGCTGCGATTCGT 
GAGTTGCTCATCGCTGTGGGTGAGGATCCAGATCGCGAAGGCCTGTTGGAAACCCCAGCT 
CGAGTGGCTAGGGCGTACAAGGAAACTTTCGCGGGTCTGCATGAGGATCCCACCACTGTG 
CTGGAGAAGACGTTCTCTGAGGGCCATGAAGAGTTGGTTCTGGTTCGTGAGATCCCGATT 
TACTCCATGTGTGAGCACCACTTGGTGCCGTTCTTTGGCGTGGCGCACATTGGTTACATT 
CCGGGTAAGTCCGGCAAGGTGACTGGCCTGTCCAAGCTGGCGCGTTTAGCGGATATGTTT 
GCTAAGCGACCTCAGGTTCAGGAGCGCTTGACCTCCCAAATTGCGGATGCTCTCGTCGAA 
AAGCTTGATGCCCAGGCCGTGGCCGTGGTGATTGAAGCTGAGCACCTGTGCATGGCCATG 
CGCGGAATCCGTAAGCCTGGTGCTGTGACCACGACGTCTGCGGTGCGCGGCGGTTTTAAG 
AACAACGCTGCCTCCCGCGCTGAGGTGTTCTCCCTGATTCGGGGGCAC 

>RXA015 14 -downstream 
TAAATGAACGTATCCTCTTTGAC 



>RXA01515-upstream 

TAAGCCTGGTGCTGTGACCACGACGTCTGCGGTGCGCGGCGGTTTTAAGAACAACGCTGC 
CTCCCGCGCTGAGGTGTTCTCCCTGATTCGGGGGCACTAA 

>RXA01515 

ATGAACGTATCCTCTTTGACCATCCCGGGACGCTGTTTGGTCATGGGAATTGTCAATGTC 
ACTGAGGATTCCTTTTCGGACGGTGGCAAGTACATTGACGTTGATCAGGCGATCGCGCAT 
GCCAAGGAATTGGTGGCTGCTGGCGCCGACATGATTGATGTCGGCGGCGAGTCCACCCGG 
CCTGGGGCAGTGCGCGTCGACGCGTCCGTGGAACGGGACCGGGTTGTGCCGGTCATTAAG 
GCGCTTCACGACGCCGGCATCCACACTTCCGTAGACACCATGCGGGCCTCCGTGGCGCAG 
GCTGCCGCGGGCGCTGGCGTCTCCATGATCAACGACGTCTCTGGCGGTTTGGCTGATCCT 
GAGATGTTTTCTGTCATGGCGGAAGCGCAAATTCCCGTGTGTTTGATGCACTGGCGCACC 
CTCCAATTCGGTGATGCCGCAGGTCAGGCAGATCACGGTGGAGACGTTGTAGCCGATGTG 
CACGCAGTGCTTGATGATCTTGTCGCCCGCGCCACCGCTGCTGGTGTGGCCGAAAACCAG 
ATCGTGCTTGATCCAGGTTTGGGTTTTGCCAAATCACGTGAAGACAACTGGCGTTTGCTG 
CAAGCACTGCCCGAGTTTATTTCTGGACCTTTCCCCATCCTGGTGGGAGCATCCCGGAAG 
CGATTCCTGGCTGGCGTGCGCAAAGACCGTGGCCTAGATGTCACCCCCATTGATGCCGAC 
CCAGCAACCGCAGCGGTGACCGCAGTGTCTGCACATATGGGAGCATGGGGTGTGCGCGTG 
CACGATGTCCCAGTATCAAGGGACGCTGTTGATGTTGCCGCATTGTGGCG/^AGTGGAGGA 
ACTCACCATGGC 

>RXA01515-downstream 
TGATCGTATTGAACTTAAAGGCC 



>RXA01516-upstream 

TCTGCACATATGGGAGCATGGGGTGTGCGCGTGCACGATGTCCCAGTATCAAGGGACGCT 
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GTTGATGTTGCCGCATTGTGGCGAAGTGGAGGAACTCACC 
>RXA01516 

ATGGCTGATCGTATTGAACTTAAAGGCCTTGAATGCTTCGGACACCACGGTGTGTTCGAC 
TTTGAAAAAGAGCAAGGCCAGCCCTTCATTGTGGATGTCACCTGCTGGATGGATTTCGAT 
GCCGCAGGTGCCAGCGATGACCTTTCCGACACCGTAGATTACGGCGCGTTGGCATTGTTG 
GTTGCTGAAATCGTGGAAGGCCCATCCAGGGATTTGATCGAGACGGTGGCCACGGAATCT 
GCGGATGCTGTGATGGCTAAATTTGATGCGCTTCATGCGGTGGAAGTAACCATCCATAAG 
CCCAAAGCACCGATCCCACGTACTTTTGCTGACGTCGCGGTGGTTGCCCGACGTTCCAGG 
AAATCCATGGCTGCTGGAAGGAGCAACGCC 

>RXA01516-downstream 
TAATGCATGCAGTTTTGTCCATC 



>RXA01517-upstream 

TCCATAAGCCCAAAGCACCGATCCCACGTACTTTTGCTGACGTCGCGGTGGTTGCCCGAC 
GTTCCAGGAAATCCATGGCTGCTGGAAGGAGCAACGCCTA 

>RXA01517 

ATGCATGCAGTTTTGTCCATCGGTTCCAACATGGATGATCGCTACGCGCTGCTCAACACA 
GTGATCGAGGAATTCAAAGATGAGATCGTGGCGCAGTCTGCGATCTACTCAACCCCACCG 
TGGGGCATTGAGGATCAGGATGAATTCCTCAACGCAGTGCTCGTTGTTGAGGTTGAAGAA 
ACCCCCATCGAGTTGCTGCGCCGTGGCCAAAAACTCGAAGAAGCCGCCGAGCGGGTCCGC 
GTCCGCAAATGGGGGCCACGCACCCTCGATGTGGATATCGTGCAGATCATTAAAGATGGG 
GAAGAGATCCTTTCTGAGGATCCCGAACTGACCTTGCCACACCCTTGGGCTTGGCAGCGT 
GCCTTCGTGTTGATCCCTTGGTTGGAAGCAGAACCTGATGCCGTCCTGCACGGCACGACC 
ATTGCAGAACATGTGGATAATCTTGATCCCACAGACATTGAAGGTGTCACCAAGATT 

>RXA01517-downstream 
TAAGGAGTCGTGGCTTTCATGCA 

>RXA01521-upstream 

ACCCCGGCAGGCAACGCCTTTTCCGGGATTTGGCGCGCAGGCAGGCAGAGATTTCCCGCG 
CGCAAGATATTGAGCTGTGGGCAATTCAGAAGGAGGACCG 

>RXA01521 

TTGAGTTTCACGCATGGTCAGGGCAGAGTTTTTGATACCGTCGAGCAGATCCGCATGTTC 
GGCAGCGCCCTGCGCAAAACCGGCAAACCAGTGGTGCTCGTACCCTTGGGAAATGGCCTC 
CACGCAGGCCATATTGCGCTCATCCGCGCAGCAAAACGCATCCCCGGTGCGGTGGTCGTC 
GTCGCCTATGCCGGCCCGGAATCGGATCACGCACGTTTAAGGGAAGAGCTTATCGACGCG 
ATCTTCCCGTTCAATCCCGAAACGCTATGGCCTCACGGCATCCGGGTGGAAGTTACAGGT 
GGCCCAACACTTACCCCACAAGGTGCGGAAGTAACCAAGGTGCTGGGGCTGTTGGGAATC 
ACCGGAGCAACTGATGTGGTGCTCGGTGAAAAGGACTATGAGCTGGTGGTTCTAGTCCAG 
CGCGCCCTTAATGATCTGCATATTCCAGTAAAACTGCATTCTGTTCCAACCGTGCGCATG 
CCAGATGGACTAGCCATTTCCCTGCGTAATATTTCAGTGCCCGAAGACTCCCGCGAAACG 
GCATTGAGCCTGGCAGCAGCCCTCACCGCCGGTGCGCATTCGGCAGAACACGGCGAGGCA 
GTGGTTAAAGAAACAGTCACGCAAGTGCTCAAAGCCGCAGGCGTGACCCCCGATTATGTA 
GAAATCCGTGGCCTGGATCTTGGACCAGCCCCCGAAATCGGAGACGCCCGACTCTTCGCA 
GCCATCACGCTTGGCGATGTCCAACTCCACGACAACGTCGGCCTACCCCTTGGAATCGGC 
TTCAAAAACATCGAAGGC 

>RXA0 152 1-downst ream 
TGATCCCGGTTTACCCAGTTCGC 

>RXA0152 8-upstream 

CACCCAAACCCAAACCTCTCAGTCGAATAAGCAGAAGTCTCAGGACAACCGCAGGGGTAA 
GGGTCGTAGGTCTCCAACCAGGAGGCGTTCCAACACGAGG 

>RXA0152 8 

GTGAATCAGGCGTGGCAGCAGTCCCGTTTGGTTACTTCTGATGAGACTTCCGCAGGTGGT 
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CTCGTGGTGTCAGGTTTGGCTGAGGCGGTCAACGCTAACAATGAGGTTGATCTGTCGAAG 
ATTTATGTTGCGTTGATTGGTCGCCTTGATCGTCGTGGTCGTTTGTTGTGGTCGATGCCG 
AAGGGCCATGTTGAGCCTGGTGAGGATAAGGCTGCGACTGCTGAGCGTGAGGTGTGGGAG 
GAGACCGGCATCCACGGTGAGGTGTTCACTGAGTTGGGTGTGATTGATTATTGGTTCGTT 
TCGGAAGGGAAGCGGATCCATAAGACGGTGCATCATCATTTGTTGCGTTATGTTGATGGC 
GATTTGAATGATGAGGATCCAGAAGTCACTGAGGTGGCGTGGATTCCGGCGAATCAGTTG 
ATTGAGCATTTGGCTTTTGCGGATGAGCGGAAGTTGGCTAGGCAGGCGCATGATTTGTTG 
CCTGAGTTTGCTTTGAAGGAAAAGGCGGAGGGAAGGTCCACCCCAAGG 

>RXAO 152 8 -downstream 
TGATTCCGAACCCCAACCCGAAC 

>RXA01551-upstream 

CACTACGTAGGCGTACCCCACCATCACCGCGTCGAAAAGCGCCCTCTCTTAACCCCCGCA 
AGGGGGTAACTTTTACGCGCACGCGTGCAACGCGCTAGTT 

>RXA01551 

TTGAAGGCAGTCCCCACGGGCGCCCGAGCACGGGCTGAGATCGCGCTGATTGCTGCGCGA 
GCACCGTTTGAACCTGTCCGGTTAGCACCGGCGAAGGAAGAGAGGAATGGTGCAATGACG 
CCTACCCAAAATGAGATCCACCCGAAACATAGCTACTCCCCCATCCGCAAGGACGGTCTC 
GAGGTCCCGGAGACCGAAATCCGCCTCGATGACTCGCCAAGCGGCCCCAACGAACCCTTC 
CGCATCTACCGCACCCGTGGCCCAGAAACCAACCCCAAGCAGGGACTTCCGCGGCTGCGC 
GAGTCATGGATCACCGCCCGCGGCGACGTTGCCACCTATCAGGGGCGCGAGCGTTTGCTT 
ATCGACGACGGCCGCTCGGCAATGCGTCGAGGTCAAGCTTCGGCTGAGTGGAAAGGCCAA 
AAACCAGCTCCTTTGAAGGCGCTACCTGGCAAAAGAGTCACCCAAATGGCCTATGCACGT 
GCTGGCGTGATTACTCGTGAAATGGAGTTTGTAGCGCTGCGCGAACACGTTGATGCGGAG 
TTTGTGCGCTCTGAGGTGGCGCGCGGTCGGGCCATTATTCCCAACAACGTCAACCACCCC 
GAATCTGAACCGATGATTATTGGTCGCAAATTTTTGACCAAAATCAACGCCAATATTGGC 
AATTCTGCGGTCACCTCTTCAATCGAGGAAGAGGTGTCCAAGCTGCAGTGGGCCACGCGC 
TGGGGTGCCGATACCGTGATGGATCTATCCACCGGCGATGATATTCACACCACCCGCGAA 
TGGATTATCCGCAACTCCCCCGTTCCTATCGGCACCGTCCCGATCTACCAAGCGCTGGAA 
AAAGTAAATGGCGTGGCCGCAGACCTTAACTGGGAAGTATTCCGCGATACCATCATTGAG 
CAGTGTGAACAAGGCGTGGACTATATGACCATCCACGCCGGCGTCCTGCTGGCTTATATC 
CCACTGACTACCCGTCGTGTCACCGGCATTGTCTCCCGCGGCGGATCCATTATGGCCGGT 
TGGTGTCTGGCGCATCACCGCGAATCATTCCTCTACGAGCATTTCGACGAGCTGTGCGAA 
ATCTTTGCACAATATGACGTCGCATTCTCCCTCGGTGATGGCCTACGCCCCGGATCGCTT 
GCCGATGCCAACGACGCCGCGCAATTCGCCGAGCTGAAAACCATTGGTGAGCTCACCCAA 
CGCGCCTGGGAATACGATGTACAAGTAATGGTCGAAGGACCTGGACACGTGCCACTAAAC 
ATGATCCAGGAAAACAACGAGCTGGAACAAAAGTGGGCAGCGGACGCACCTTTTTACACT 
CTTGGACCACTAGTTACCGACATCGCTCCAGGTTATGACCACATCACTTCTGCCATTGGT 
GCAGCTCACATCGCCATGGGTGGCACCGCCATGCTGTGTTATGTCACCCCGAAAGAACAC 
CTTGGCCTGCCCAACCGTGACGACGTCAAAACCGGCGTAATCACCTACAAGCTCGCTGCC 
CACGCAGCAGATGTGGCCAAGGGTCATCCCGGCGCGCGTGCCTGGGACGACGCCATGAGT 
AAAGCGCGTTTTGAATTCCGTTGGAATGATCAGTTTGCGCTCTCCCTCGACCCCGACACT 
GCAATCGCTTATCACGACGAAACCCTGCCGGCAGAGCCTGCGAAAACCGCACACTTCTGT 
TCAATGTGTGGCCCGAAGTTCTGCTCCATGCGAATTAGCCAGGACATTCGCGATATGTTT 
GGCGATCAAATCGCGGAATTGGGGATGCCTGGGGTTGGGGATTCTTCTAGTGCTGTTGCT 
TCTAGTGGGGCACGGGAGGGGATGGCTGAGAAATCCCGGGAATTTATTGCTGGTGGTGCG 
GAGGTTTATCGGCGT 

>RXA0 155 1-downst ream 
TAG AC AG AG C GAT C C C AGAT AG C 

>RXA015 61-upstream 

GTGCCCAGAAATTCTGCTTGCACTCACCCAAGCCGTTTAGCAAATTGAACCTCACGTTCA 
TAATAATGTTCATTTTCATCGAGTTCTAGAAAACACAGGC 

>RXA015 61 

ATGCTCACCCTCAACGATGTCATCACCGCCCAACAACGAACCGCCCCTCATGTTCGACGA 
ACGCCACTTTTCGAAGCAGACCCCATCGACGGCACACAAATCTGGATCAAAGCAGAGTTC 
CTCCAAAAGTGCGGCGTGTTCAAAACGCGTGGAGCATTCAACCGCCAGCTCGCAGCTTCG 
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GAAAACGGACTACTCGACCCAACGGTTGGCATCGTCGCGGCATCAGGCGGAAACGCAGGA 
CTCGCAAATGCTTTTGCCGCAGCATCCTTAAGCGTTCCCGCCACGGTATTGGTGCCCGAA 
ACTGCCCCACAAGTAAAAGTTGATCGCCTCAAGCAATACGGTGCAACCGTGCAACAAATC 
GGATCTGAATATGCGGAAGCATTTGAGGCAGCTCAAACCTTTGAGTCGGAAACTGGTGCT 
CTGTTTTGCCACGCCTACGACCAGCCCGACATCGCAGCTGGAGCAGGCGTCATTGGGCTA 
GAAATTGTCGAAGATCTTCCCGACGTTGACACCATCGTGGTTGCTGTCGGTGGCGGTGGA 
CTCTATGCAGGAATCGCAGCCGTCGTAGCAGCCCACGACATCAAAGTGGTGGCCGTTGAA 
CCCTCCAAAATTCCAACCCTGCACAACTCACTCATTGCCGGCCAACCAGTCGATGTGAAC 
GTTTCTGGTATCGCGGCAGATTCTTTGGGGGCTCGCCAAATTGGACGAGAAGCCTTTGAC 
ATCGCAACTGCCCATCCCCCAATAGGCGTCCTAGTGGACGATGAAGCAATCATCGCAGCT 
CGACGCCACCTCTGGGACAACTACCGCATCCCTGCCGAGCATGGCGCTGCCGCAGCACTC 
GCCTCTCTTACCAGTGGAGCATACAAACCTGCAGCAGATGAAAAAGTGGCAGTCATTGTG 
T G C G GAG C G AAC AC T G AC C T C AC AAC AC T G 

>RXA015 61-downstream 
TGATGTGATTT CAAAC GAT C AC A 

>RXA015 99-upstream 

CACCGAACGTTTAAGTTTTCCGCACCGCCTGACTCGAAAAGATCTTTTTTAAAGAGCTGT 
TCGATGTTTAGGTTCAACCAGGAAGGTCGTCTCAGACATC 

>RXA015 99 

ATGACCTCTAGTCGAAAAGTCCGTCCCACCAAACACATTTTCGTCACCGGTGGAGTTGTT 
TCCTCACTCGGCAAAGGCCTGACCGCAGCAAGCCTTGGTCAATTGCTGATTGCACGGGGA 
CTGTCGGTGACCATGCAGAAGCTGGATCCATACCTCAATGTTGATCCGGGCACCATGAAT 
CCTTTTGAACACGGTGAAGTCTTTGTCACCGAAGACGGGGCAGAAACAGACCTGGATTTG 
GGCCACTACGAGCGTTTCCTCGATCGCAACCTGGGGCTCAACGCCAATGTCACCACCGGC 
AAGGTGTATTCCACTGTGATCGCCAAGGAGCGCAGGGGAGAGTACCTGGGTAAAACTGTG 
CAGGTCATCCCACACATCACTGATGAGATCAAAGCTCGTATTTTGAGCATGGGCGAACCA 
GATGCTCATGGTAACGCCCCAGACGTGGTGATCTCTGAGGTCGGTGGCACCGTCGGTGAC 
ATTGAATCCCAGCCATTCCTTGAAGCAGCTCGCCAGGTACGCCATGAAATTGGTCGTGAA 
AACTGCTTCTTCATCCACTGTTCTTTGGTGCCATACTTGGCTACCTCAGGTGAGCTGAAG 
ACCAAACCCACCCAGCATTCTGTCGCAGAGCTGCGCGGCATCGGTATTTTGCCGGATGCT 
CTCGTGCTTCGTTGCGATCGGGAGGTCCCTCAAGGTCTGAAAGATAAGATCGCGATGATG 
TGCGATGTTGATTATGAAGGCGTTGTATCTTGCCCTGATTCCAGTTCTATTTACAACATT 
CCAGATGTCCTCTACCGCGAGCACCTGGACACCTTCATTATTCGTCGCCTGGGCCTTCCG 
TTCCGTGATGTTGACTGGAGCACCTGGCACGATCTGCTGGAACGGGTGAACAACCCACGC 
CATGAGCTCACCGTCGGCATCGTGGGCAAGTACATTGATCTTCCCGATGCTTATCTCTCA 
GTGGTGGAAGCTGTTCGCGCTGCAGGCTACGCCAATTGGACGCGCACCAATATCAAGTGG 
ATTACCTCAGATGATTGCGAAACCCCATCTGGCGCCATGAAAGCGCTCAGCGGTTTGGAT 
GCCATCGTGGTTCCCGGAGGTTTCGGTATCCGAGGTATCGAAGGCAAAATCGGTGCGATT 
ACGTTTGCACGTGAGCACAAGATCCCGCTTCTTGGCCTATGCCTTGGCCTGCAGTGCACC 
GTCATCGAGGCAGCACGCCAGGCAGGACTGGAGCAGGCATCATCCACTGAGTTTGACCCA 
GCTGCAACGCAGCCAGTGATCGCCACCATGGAAGAGCAGAAAGCTGCTGTGTCGGGTGAA 
GCTGATCTGGGTGGCACCATGCGTCTTGGCGCATATCCTGCAACCCTGGAGGAAGGCTCC 
TTAGTAGCGGAACTGTATGGCACAACGGAAGTCTCCGAGCGCCACCGTCACCGCTATGAG 
GTCAATAATGCCTACCGCGCCCAGATTGCTGAAGGTTCAGATTTGGTCTTCTCCGGAACC 
TCACCTGATGGACATTTGGTGGAGTTCGTGGAGTACCCCAAAGAGGTGCATCCTTATCTG 
GTGGCAACCCAGGCGCACCCTGAGTACAAATCTCGTCCAACCCATGCTCATCCACTGTTT 
TACGGCCTGGTGAAGACCGCTTTGGAGCTGCGTGTCCACCCT 

>RXA015 99-ciownstream 
TAG AT C T AC AAT G T GAT C AT G G T 

>RXA01617 

GCTAATCAGATTGAGGCCGCCACCGCAGCGCACGATCTTGATGTGGTGAAGATCGGTATG 
TTGGGTACTCCTGCAACGATCGATACTGTGGCAACCGCTTTGGAGGAAAACAGCTTCAAG 
CACGTTGTCCTAGACCCGGTACTGATCTGCAAGGGCCAGGAGCCCGGCGCGGCACTTGAT 
ACTGACACTGCCCTTCGCGCGAAGGTGCTGCCACAGGCAACCGTGGTTACTCCAAACAAC 
TTCGAGGCCACCACCCTGTCTGGCCTAGACAAGCTGGAGACCATCGACGACCTGAAGGAA 
GCAGCCCGCCTCATTCATGAGCAAGGACCTCAGTACGTCGTTGTTAAGGGTGGCATCGAC 
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TTCCCAGGCGACAACGCTGTGGACGTACTTTTCGACGGCACCGACTACCACGTGTTCTCT 
GAACCAAAGATCGGCGACGAGCGCGTCTCCGGCGCTGGCTGTACCTTCGCAGCTGTCATC 
ACCGCAGAGCTGGCCAAGGGCAACTCTGCCGTTGATGCAGTGACCACCGCTAAGCGCGTA 
GTCACCCGCGCAGTGAAGGACGCTGTCGCATCCAACGCACCGTTTACCTCTGTGTGGTTG 
GCGGAAGACAACAAG 

>RXA01617-downstream 
TAGAAATCTTAAACAAGCTCCCT 

>RXA0 165 7 -upstream 

CCTCCGTCATTGCCGACGTATCCCGCGGCCTGGGTGAAGCCATGGTGGGCATCAACGTAT 
CCGACGTTCCAGCACCACACCGACTCGCCGAGCGCGGCTG 

>RXA01657 

GTGATCGTTGGAGTTTTAGCTCTCCAGGGCGGGGTGGAAGAACACCTCACCGCCTTGGAA 
GCTCTCGGAGCGACGACCCGAAAAGTACGTGTGCCAAAGGACCTTGATGGTCTCGAAGGC 
ATCGTCATCCCCGGCGGGGAATCCACCGTGTTGGACAAACTGGCTCGGACATTCGACGTG 
GTAGAACCTCTAGCGAATCTCATTCGCGACGGCCTACCCGTTTTCGCTACCTGCGCTGGC 
CTGATCTATCTGGCGAAACACCTCGACAACCCAGCAAGGGGACAACAAACCTTGGCGGTA 
GTGGACGTGGTGGTGCGTCGAAACGCATTTGGCGCCCAACGCGAATCCTTCGACACCACC 
GTGGATGTTTCCTTCGACGGTGCAACATTCCCCGGAGTGCAGGCCTCGTTTATCCGAGCT 
CCCATCGTCACTGCTTTTGGTCCTACGGTAGAAGCGATCGCTGCTCTCAACGGTGGGGAG 
GTGGTTGGTGTACGCCAAGGC 

>RXA016 60-upstream 

GAAAACTGGTGTTTTTCGGCCGTGTCCACCCCAGGTTCTATGCTGTAACAAACGCGGGTT 
TAAACCTCAATCATCAAATTAGGGAAGGGCTGGGAAATCC 

>RXA016 60 

ATGTCATCTAATTCCATTAACGCAGAAGCGCGCGCTGAGCTTGCTGAACTGATCAAAGAG 
CTAGCTGTCGTCCACGGTGAAGTCACCTTGTCTTCGGGCAAGAAGGCTGATTACTACATC 
GATGTCCGTCGTGCCACCTTGCACGCGCGCGCATCTCGCCTGATCGGTCAGCTGCTGCGC 
GAAGCCACCGCTGACTGGGACTATGACGCAGTTGGCGGCCTGACCTTGGGCGCTGACCCG 
GTTGCCACCGCCATCATGCACGCCGACGGCCGCGATATCAACGCGTTTGTGGTGCGCAAG 
GAGGCCAAGAAGCACGGCATGCAGCGTCGCATTGAGGGCCCTGACCTGACGGGCAAGAAG 
GTGCTCGTGGTGGAAGATACCACCACCACCGGAAATTCCCCTCTGACAGCTGTTGCCGCG 
TTGCGTGAAGCTGGCATTGAGGTTGTGGGCGTTGCCACCGTGGTCGATCGCGCAACCGGT 
GCAGATGAGGTTATCGCAGCGGAAGGCCTTCCTTACCGCAGCTTGCTGGGACTTTCTGAT 
CTTGGACTCAAC 

>RXA01660-downstream 
TAACACCCCCGGCCCCACGGAGT 

>RXA0 167 8 -upstream 

TATTGTCCAGGCGCAGGAAAATATCTCATAGTTCAACATCGCAAATATCACCGACTTCCA 
CGGCTATATCTCTGCAACTGCAGCTCACCCCGGTGCAGCA 

>RXA0167 8 

ATGCTGAAATGTGCAGTCGATGAAGCCGCTGGCGGACGCGCCCAAGCTTTCGTATCCTCA 
GGCGATAACATTGGTGGCAGCCCGTTCCAATCCTCCATTCTTGGTGATGAACCCACCTTG 
GAAGCACTCAACCAAATGGGTCTTGATTACTCAGCAGTGGGCAACCACGAATTTGATAAA 
GGCTACGCAGACTTAAGCAGTCGAGTCGCTGACCTTGCTGATTTTGATTATCTCGGCGCA 
AACGTTGAGGGCGAAAACCCAGATCTTGCACCATATGGAATTTCTCACCTTGATGGTGTG 
AAGGTTGCTTTCGTAGGCACCGTATCCCAAGAAACTCCGATGTTGGTCAATTCTGAAGGC 
ATTGAGGGAATCACGTTTACTGACCCACTTGAAGCAACCAACCGTGTAGCTGATGAACTC 
GTGGGAAGTGGCGCAGCAGATGTTGTCGTTGCGCTTTACCACGAAGGCATTACCGGCACC 
GAAGCATGGTCAGAAAATATCGACGTTGTTTTCGCAGGTCACACCCAC 

>RXA0 167 8 -downstream 
TAAGTTCGTGATCTAGGAACCGA 
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>RXA0167 9-upstream 

CATTACCGGCACCGAAGCATGGTCAGAAAATATCGACGTTGTTTTCGCAGGTCACACCCA 
C T AAG T T C G T GAT C TAG G AAC C G AC AAC GG T C C AC T AAT C 

>RXA0167 9 

ATGCAGTCTGGAAACTACGGGCACGCACTTGCCGATGTAGATTTCAGCTTCAACCACGAC 
ACCGGTGAGCTCACCGTAGATGATGCCCGCATGCTCGGAGTCGACGATATCAACGCGTGT 
GAAAACCCAGATGACACCATTGCAGATATTGTTGCTCAGGCGGAACTTGATGCTGGTGAA 
GCCGGCAAAGAAGTAGTAGCGACCATCGATGGCGATTTTCTCCGCGCCAGCGACGAAGGA 
GCAGAATCTGGCTCCAACTACGGCGCTGAATCCCAGCTCGTCAACATGATTGCCAGTGCT 
GTGCGTTGGTCCATGTCCACCAATACCGCCACCACCGCAGACATTGGGCTTATGAACGCC 
GGAGGACTCCACACTGACCTATTCAGCGGCGATGTTACCTACGCCGAAGCTTTTGAAATC 
CAGCCTTTCTCCGGTGAAGATTCATTTGTCACCCTCAAGGGATCAGTCTTCAAAGATGCC 
CTTGACCAGCAGTGGGAAGAAGGTTCTGCACGACCAGTGGCAGCACTTGGCGTATCCGAC 
AACGTTTCCTACACCTACGACATCAACCGTCCAATCGGTGACCGCGTCACTTCCGTGACC 
ATTGATGATACCCCACTTGATCCGGAACGCGACTACGTTGTTGCAGCTTCCCTGTACCTC 
CAGTCCGGCAACGAAGGTATGACCGCACTGACCCGCGGAACCGCACCTGCACAAACCGGC 
ATCGTGGATGTACAGTCCACCATCGGATACTTGTCCAACAACAATGTCACCCCACGTACT 
GGTCAAGCCCAGATTTCCATCACCCCATCCGGTGAGTTCAATGCGGGTGAAACCATCACC 
CTTGACATGGCAGGACTCCGCTACACCCAAGGCGACACTGCCACGGAAGTAACTGTCAGC 
CTTCGAGAAGAAATTGTTTCAGCACCAATTGATCCTCAGCTCGGAGAAGCTGGCTTTGGC 
GAAGCTGGAACCGCGACAGTGAGCTTGGACATTCCTGCAACCCTTTCAGGTACTCAAAAC 
CTCGTTGTCACCACCGATACCGGCACCCGTATTTCCATGCCAGTTGAGATTGTTGGCGCA 
GAACAACCAGCACCGCAACCAGCAGGTTCCTCTGTTTTAGGAACTGGAGTGCTCAGTGGA 
CTCCTCGGCATTGTTGTAGGAATTCTAGGAATGGTCGGTCTGGTGAACTGGATTGACCCA 
AGCTTCATTCAACAGATCCAGCAGCAAATCTTTGCT 

>RXA0167 9-downstream 
TAAATTTAGTAAAAAGCATGCAT 

>RXA01690 

CCCGATCGTCTGAAGGAAATTCTTGCCGCACCGAAGTTCGGTAAGTTCTTCACCGACCAC 
ATGGTGACCATTGACTGGAACGAGTCGGAAGGCTGGCACAACGCCCAATTAGTGCCATAC 
GCGCCGATTCCTATGGATCCTGCCACCACCGTATTCCACTACGGACAGGCAATTTTTGAG 
GGAATTAAGGCCTACCGCCATTCGGACGAAACCATCAAGACTTTCCGTCCTGATGAAAAC 
GCCGAGCGTATGCAGCGTTCAGCAGCTCGAATGGCAATGCCACAGTTGCCAACCGAGGAC 
TTTATTAAAGCACTTGAACTGCTGGTAGACGCGGATCAGGATTGGGTTCCTGAGTACGGC 
GGAGAAGCTTCCCTCTACCTGCGCCCATTCATGATCTCCACCGAAATTGGCTTGGGTGTC 
AGCCCAGCTGATGCCTACAAGTTCCTGGTCATCGCATCCCCAGTCGGCGCTTACTTCACC 
GGTGGAATCAAGCCTGTTTCCGTCTGGCTGAGCGAAGATTACGTCCGCGCTGCACCCGGC 
GGAACTGGTGACGCCAAATTTGCTGGCAACTACGCGGCTTCTTTGCTTGCCCAGTCCCAG 
GCTGCGGAAAAGGGCTGTGACCAGGTCGTATGGTTGGATGCCATCGAGCACAAGTACATC 
GAAGAAATGGGTGGCATGAACCTTGGGTTCATCTACCGCAACGGCGACCAAGTCAAGCTA 
GTCACCCCTGAACTTTCCGGCTCACTACTTCCAGGCATCACCCGCAAGTCACTTCTACAA 
GTAGCACGCGACTTGGGATACGAAGTAGAAGAGCGAAAGATCACCACCACCGAGTGGGAA 
GAAGACGCAAAGTCTGGCGCCATGACCGAGGCATTTGCTTGCGGTACTGCAGCTGTTATC 
ACCCCTGTTGGCACCGTGAAATCAGCTCACGGCACCTTCGAAGTGAACAACAATGAAGTC 
G G AG AAAT C AC GAT G AAG C T T C G T G AAAC C C T C AC C G G AAT T C AG C AAG G AAAC G T T G AA 
GACCAAAACGGATGGCTTTACCCACTGGTTGGC 

>RXA01690-downstream 

T AAATCAACC GGT T T T AAGACCC 

>RXA01692-upstream 

GGGCTGATGCGAAGTCAGCTTCGAGTTTGAAAGGTGCAGTATTCATGGTTCAAGCCTAGT 
GTTCGGGTTCTGGCAATTGTTGGGACTAGGATTAATGCCC 

>RXA01692 

ATGACGATTTCCCAAGAAAACCAGCCAATAATCCAGCCAGTCTCCTTAATTGGTGGAGGT 
CCTGGTGCATGGGACTTAATTACGGTGCGTGGGATGAATCGCCTTCAGGAGGCTGATGTC 
ATTTTGGCTGATCACTTGGGGCCCACTGATGAGTTGGAAAAATTGTGCGACATCAGCTCG 
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AAGACTGTTGTTGATGTGTCCAAGCTTCCGTATGGGCGGCAGGTCACTCAGGAGCGTACT 
AATGAGATGCTTGTTGAATACGCACAGCAGGGACTAAAGGTGGTTCGCCTTAAAGGTGGT 
GACCCTTATGTCTTCGGTCGGGGTTTTGAAGAGTTGGAGTTTTTGGGCGAGCATGGAATT 
GAATGCGAGGTCATTCCGGGTGTGACCAGTGCGGTGTCCGTTCCAGCGGCGGCAGGTATT 
CCTATTACTAATCGGGGAGTGGTGCATTCCTTTACCGTGGTGTCTGGACATTTGCCTCCA 
GGCCATCCGAAGTCACTGGTTGATTGGGCTGCGTTGGCCAAATCGGGTGGCACCTTGTCC 
ATCATCATGGGTGTGAAAAATGCGGGTGCGATTGCCCAGGCGCTCATGGACGGCGGGCTT 
GATGCAGATACTCCAGCAGCTGTTATTCAGGAAGGCACTACTGATGCACAACGCTCAGTT 
CGGTGCACCTTGGGCACATTGGGTGCAGTCATGGTGGAGGAAGAGATTAAGCCTCCAGCT 
GTGTATGTCATTGGACAAGTTGCTGGCCTC 

>RXA0 1692 -downstream 
TAAGCAGATCGCCTAAGAATGGG 

>RXA016 98 

GGCAACACTGAGTGGGATAAGTGGACCACCATCATGTCCTCTGACGCTTTGGACATGGAA 
GACCCAGATAACGTTGCGGCGATGTCTTCGGGTCGGGGCGCAAAACTGACTCGTCCGCGT 
CCAGGCCACGCTGATTACGCAGGCATGCTCAAGTACGGATTCGATGATGCCCGCAACGTG 
CTGGAGCGTTCTTCAGCCCGTGAGACGGCAGCACGCGTGGCAGCAGCAACCGTTGCGCGT 
TCCTTCCTGCGTGAAACCTTGGGCGTGGAAGTGCTTTCCCACGTAATTTCCATTGGTGCG 
TCCGAGCCTTACACTGGCGCGGAGCCAACCTTTGCAGATATTCAAGCAATCGATGATTCC 
CCAGTTCGTGCATTCGGTAAAGACGCTGAAGAATCCATGATCGCGGAAATCGAGGCCGCA 
AAGAAAGCCGGCGATACCCTCGGTGGCATCGTGGAAGTGATTGTTGAAGGCCTGCCCATC 
GGTTTGGGCTCACACATTTCTGGCGAAGATCGCCTCGATGCGCAGATCGCAGCTGCACTC 
ATGGGCATTCAGGCCATCAAGGGCGTGGAAATCGGTGACGGTTTCGAAGAAGCTCGTCGA 
CGTGGCTCCGAAGCCCACGATGAAGTGTTCCTGGATGACAACGGCGTATACCGCAACACC 
AACCGTGCAGGTGGCCTCGAAGGCGGCATGACCAACGGTGAAACCCTGCGCGTTCGTGCT 
GGCATGAAGCCAATTTCTACTGTGCCTCGCGCCCTGAAAACCATTGATATGGAAAACGGC 
AAGGCAGCAACCGGAATCCACCAGCGTTCCGACGTGTGCGCTGTTCCAGCCGCCGGTGTC 
GTTGCAGAAGCAATGGTCACCCTGGTTCTCGCCCGCGCAGTCCTGCAGAAATTCGGCGGT 
GACTCCCTGAGCGAAACCAAGAGCAACATTGACACCTACCTCAAAAACATTGAGGAACGA 
ATGAAATTCGAAGGTTTAGAGGATGGAGCG 

>RXA0 16 98 -downstream 
TAAT GAAG T GAAT GAT CAAAT T C 



>RXA01699-upstream 

C T GC AG AAAT TCGGCGGT G AC T C C C T GAG C G AAAC C AAG AG C AAC AT T G AC AC C T AC C T C 
AAAAACATTGAGGAACGAATGAAATTCGAAGGTTTAGAGG 

>RXA01699 

ATGGAGCGTAATGAAGTGAATGATCAAATTCACTTAGATCATCAATCAGATGACACCTCT 
GAATGCTCCTGCCCGATCGTGGTTCTTGTGGGTTTGCCAGGAGCTGGAAAATCCACCATT 
GGACGTCGATTAGCGCGCGCCTTAAACACTGAACTCGTCGACTCCGACGAACTGATTGAG 
CGCGCCACCGGAAAAGCCTGTGGCGCCGTGTTCAGCGAGCTCGGCGAGCCAGCCTTCCGC 
GAGCTCGAGGCCATCCACGTGGCCGAAGCACTGAAATCCTCCGGAGTGGTGAGCTTGGGA 
GGCGGATCTGTGCTGACAGAATCCACCCGTGAACTGCTCAAAGGCCAGGACGTGGTCTGG 
ATCGACGTGCCAGTAGAAGAAGGCATCAGGCGCACCGCAAACGAGCGTTCCCGCCCCGTG 
CTGCAAGCCGCCGACCCCGCCGAGCACTACCGCAACCTGGTGAAAGTGCGCACCCCGTTG 
TACGAAGAGGTGGCAACCTACCGACTTCGCACCAACAACCGCAGCCCCCAGCAAGTGGTG 
GCAGCAGTGTTGCATCATCTAGAAATCGAT 

>RXA01699-downstream 
TAATTAAACCGGGCACCTGATTA 



>RXA01712-upstream 

CTTCTGTTGGCGCTTCGCAGGTGGTCGGACGTGGTGTTGGTTGGGTCGAGCACG 
>RXA01712 
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GTGAAGGCTGAAAATTATGGTGGCGTGGAGGTTTCGCCTGAAATCCAGAAGCAACGCCAG 
GAGTTGGGTCAGGAAGCGATTCCGCCGATTGCGGTGATGTCAGGGTCGTTGAATTTTGAT 
GTGGATACTCGCTTTTTCCTTGAGGCCGAAGTGCCGCCGATCATCATCACGGATAATTCC 
GATCAAGCAAAGCAGCAGCGGCTTGTGGATGCTGGGGCTCAGGTTATTGAGGTGGAGACG 
TTGACGGCGGAGGTTGGCGTCGAAAAGCTTAGGTCTTTGGGTTACGCCCGCATTGATTGT 
GAGGGCGGTGCAACGTTGTATGGGCAGATGTTGGCCGCCGATCTTGTTGATGTGTGGCAT 
CACACGATTGATCCGACGTTGTCGGGCAGCGTGGAGCGCCCCACGGTGAAGGGCGGCGAT 
GATGCGCCGCGCCGATTCGCGTTGGAGCACGTCTTTGTCGATGATGACAGCACCCTATTC 
TTGCGGTATAAGCGCGCCAAG 

>RXA0 17 12 -downstream 
TGAGTGTTGGACTCTCCGGATCT 

>RXA01719-upstream 

CCATATGGTCGGTGCACTGGCTGGAAGTGGCGGTATTGCACTGGTGACTTCGTCGATTGC 
CG'AGGACGGTCTGGTTGATGTTGTGCTGGGGAGAATGTAA 

>RXA01719 

ATGAATATCATCATTCTTGCTGGTGGCGAGGGTAAACGCATGGGTGGGGTGGATAAGGCT 
GCTGTGGCGGTGGATGGTCGCACGCTGCTGGATATCCTGCTTTCACAGCTGGATCCAGAA 
GATGACGTCGTGGTGGTTTCCCCCGCGATCATCGACGGAATCACGACTGTCTGCGAGGAA 
CCTCCGCTTGGCGGGCCGGTCGCGGGAATCGAGGCAGGGCTGAATTCTTTTGAGCACGCC 
CATGAATTCACTGCGATTCTTGCCGTGGACGCGCCTTATTCTGCAGCGATGCTGCCCCTA 
CTTCAGGCACAGATTGGCAAAGCCGATGTGGCCGTAACCCTTGCTGCCGATGGCTGGGTA 
CAACCGTTGTGCGCGCTGTGGAGAAGTGGCAGCCTAGAAGCGGTGATTCACAGCCTGGGC 
GAGACTAGAAATCGACCGGCAAAAGCGTTACTGAAGCAAGCGGGACACATTGTGGAAGTG 
GGTGGCGATGGCACTGAAAAAGACTACGATACGGTGGCTGAACTGGAGGTATTGGGCAAC 
GTAACGCTCCCTAAAGCCCAC 

>RXA01719-downstream 
TGATGAGAAACGTGAGCTCTGCT 



>RXA01720-upstream 

ACACCCGTTTGAGAATCTCAACCTCTTAAAACAGCGCGAACTATTGATTTGGCAACTACC 
CTATATATTTGAGTGTTTATTGTCGAAAAAGGGGTTTCAA 

>RXA01720 

GTGGCACAGCAACGCAGCGTCGATGACTATCTTTCCATTTTGATAGACAGCGTCGCACCG 
CTTCCGCCAGTAAAAACCCCTATCCTCGGCGCGCATCCGTTAAGTCACCTTGCAGAGGAT 
GTTGTCGCGACAATTCCTATCCCGAAATTTACTAATTCTGCTGTTGATGGTTACGCCATT 
TTGAAAGAAGACATCCATGGCAGCGGGCCGTGGACATTTCTTGTGGGCGGTGATACTCCG 
GCGGGTTCTGCGCCGGCGAGCATTAATAATGGAAAAGCCATCCGTGTGATGACAGGTGGA 
CCCGTCCCATCCACCAACAAGGACATGATCGTGGTTCCAGTGGAGCTCACCAATGCTCCG 
GTGGATCACTCGCTTCCTACAGAAATCACGATCAATGAGCTACCAGGTGAGAGGAATAAT 
ATTCGCCATGCTGGTGAGCATCTTAAAGAAGGCGAAATTGCGGTTGCTGCGGGGACGGCA 
TTTGATGCGGGTACTGTGTCGACGGTGATTTCAGTTGGCCATGACACTGTAAAAGCCCAT 
CCTTGCCCTCGGGTTGCGGTGATCACTACCGGTGATGAGCTAAACCAGGGAAATCCCTGG 
GGTATCCCTAATTCCAATGGGCCGATGCTGGTTGCGGAGCTAAAACGCGTGGGGATTAAG 
GATCCGCAGCATTTCCATTCCGATGATTCTGAGACTGCATTGAGGGAGACGCTCGATAAG 
CCTGCAGAGGTTGCGGATGTGATCATCACTGTGGGTGGGATCTCGGCGGGCGCGTTCGAT 
GTGGTCAAAGCCGTGGGAACTAAGACTGGTGGTTTTGAATTCTTCCCCATTGCGATGAAG 
CCGGGTAAACCGCAAGGTCATGGGCAGTGGGGCGACGCAAAAGTGGTGTGTCTGCCGGGA 
AACCCGGTGGCGGCGTGGGTTAGTTTTAGGCTCTTTGTTGTTCCGGTAATTGAGAGATTA 
GGGGGTGGAAAGAGGCTGGCGTCGATAAGCGAACTCCCTGTGGTGGCGCTGCGCTCGAAC 
CGGGCGCTGAAGGCGCGGGAGGGCCCCGTATTGGCGATACCGGTGGCGATTGATTGGGAG 
AAAAGAATGGCAAATTCTCAGGCACATCGATCCCATATGGTCGGTGCACTGGCTGGAAGT 
GGCGGTATTGCACTGGTGACTTCGTCGATTGCCGAGGACGGTCTGGTTGATGTTGTGCTG 
GGGAGAATG 

>RXA01720-downstream 
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TAAAT GAATAT CAT CAT TCTTGC 



>RXA017 4 6-upstream 

AAACCGCCACTCCCCTTTCACTGGGGAGTGGCGGTTTTGTCGTTTCATGCATGCAGTGTG 
TGACTTATCAACCTTGTTAGGGCTAGGGTGGATATCTATC 

>RXA017 4 6 

ATGACTGCACCAAGAGATCCTTTTTTCCCCGCAGATCTTTCTATCCGCGCGTCTGCAGAG 
CCCATTGAAATTCAGCGGTTGGGTTTGATCGATTATCAAGAGGCCTGGGATTATCAAGCA 
GAGCTTGCTACCCGTAGGGCTAATGATGAAATCCCTGATCAGCTGCTTATTTTGGAGCAC 
CCGTCGGTGTATACCGCAGGTAAGCGCACCCAGCCGGAAGATCTTCCCACCAACGGACTG 
CCGGTGATCAATGCTGATCGTGGTGGTCGCATCACGTGGCATGGTCCTGGCCAATTGGTG 
ATCTATCCGATCATCAAATTAGCCGATCCGATCGATGTGGTTGATTACGTAAGACGCCTC 
GAGGAAGCGCTCATCCAAGTTGTCGGCGATATGGGTGTTGCCGGCGCTGGGCGCATTGAT 
GGGCGTTCGGGTGTGTGGGTGCCAGCTCATGATGGTTGGGTGGACAGCAAGGTTGCGGCC 
ATCGGCATTCGAATAACTCGTGGTGTTGCAATGCACGGTGTGGCCATCAACTGCAACAAC 
ACGTTGGATTTCTATGAGCACATCATTCCGTGTGGCATTGCTGATGCAGGCTTGAGCACA 
CTCTCGAGGGAACTGAAAAGGGACGTTTCAGTTGAGGAATTAGTCGAGCCATCGATCCGC 
GCATTGGATGATGCTTTGGCTGGTCGGCTGGTTGTTTCTGATCATTCTTTCGGCAGCGCG 
CCCGACCCAACTAAGAATCTCCCTAAACGGGGG 

>RXAO 174 6-downstr earn 
TAGTACGAGGAATTTTGTCGGTG 



>RXAO 174 7-upst ream 

CGAAGTAGAGCCGATTGCAGAATCGGCGGAATGAGACGTCGAAAAGCGTTTAAGCTTTCC 
CTAAAAATATCACTAACTCGAAAGATGTAAGGTTGCATTT 

>RXA0174 7 

GTGACTATCGCACCTGAAGGACGACGACTGCTACGCGTCGAAGCTCGAAACTCAGAAACC 
CCGATTGAGACGAAGCCTCGATGGATTAGAAACCAGGTCAAAAACGGACCTGAGTATCAG 
GATATGAAGGAACGTGTCGCTGGCGCATCACTACACACTGTGTGTCAGGAGGCTGGCTGT 
CCTAATATCCATGAGTGTTGGGAATCCCGTGAGGCAACCTTCCTCATTGGTGGCGCCAAC 
TGCTCTCGCCGCTGTGATTTCTGCATGATCAACTCGGCTCGCCCTGAGCCACTCGACCGC 
GGTGAGCCACTGCGTGTCGCTGAGTCTGTTCGTGAGATGCAGCTGAATTACTCCACCATC 
ACCGGTGTTACCCGTGATGATCTGGATGATGAAGGCGCATGGCTGTACTCAGAAGTGGTT 
CGTAAGATCCACGAGCTGAACCCACACACCGGTGTGGAAAACCTGGTGCCTGATTTCTCC 
GGCAAGAAGGATCTGCTGCAGGAAGTTTTTGAATCCCGCCCAGAGGTTTTCGCTCACAAC 
GTGGAAACTGTGCCACGTATTTTCAAGCGCATTCGCCCAGCATTCCGCTACGAGCGTTCA 
CTTGATGTGATCCGTCAGGCTCGCGATTTCGGTCTGGTGACCAAGTCCAACCTGATTTTG 
GGCATGGGTGAAACCAAGGAAGAAATCACCGAGGCGCTGCAGGATCTGCACGACGCTGGC 
TGTGACATCATCACCATCACCCAGTACCTGCGTCCTGGTCCTTTGTTCCACCCCATCGAG 
CGTTGGGTGAAGCCTGAGGAGTTCCTCGAGCACGCTGATGCTGCAAAGGAAATGGGCTTC 
GCTGCTGTTATGTCCGGCCCATTGGTTCGTTCCTCTTACCGTGCAGGCCGTCTGTACGCG 
CAGGCCATGGAGTTCCGTGGCGAGGAAATCCCAGCACACCTCGCGCACCTGAAGGATACT 
TCCGGAGGATCCACCGCCCAGGAAGCATCTACACTTCTGGAGCGTTACGGTGCTTCCGAA 
GACACCCCAGTGGTGTCCTTCAAC 

>RXA0 17 4 7 -downstream 
TAAGCCCGAAGTTTTTTAACCGC 

>RXA0 17 57 -upstream 

CGCTTATTGAACGGATGCCTCTCGATCAAGCCAACGAGGCTATTGCACGTATTTCAGCTG 
GTAAACCACGTTTCCGTATTGTCTTGGAGCCGAATTCATA 

>RXA017 57 

ATGCCAACAGCAAGCCCAATTTATGATGTCGTTGTCGTCGGAGCCGGCATTTCTGGCCTC 
ATCGCCACGCAACTGTTGGACCGCGCAGGTCTAAACATCAAATGCTTCGAAGCCTGCTCA 
AGAGTTGGCGGCCGAGCAGTGTCTGTCCAACAGTCCGATTTGTTCCTGGACCTCGGCGCA 
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ACATGGTTCTGGCTCAACGAACCACTTGTGCAGCAACTCGTCAATAATCTCGGCCTCGGC 
ACATTCCCTCAGGCCATCGAGGGTGATGCGCTTTTTGAGACGCTTGTCGACGCCCCGAGC 
CGCCTGCGGGGTAACCCCATAGACGCTGCTTCAGGCAGGTTCCAAGCAGGGGCCTCCTCG 
CTTGCGCTCGGGCTTGCAGCCCAGCTCAAGCCAGGAGTTTTAGAACTCGGGGACCCCGTC 
CATTCTCTCAGTGAGGAAGATGGGGAAATCGTTGTGAAGTCTTCCAAACAGATTGTGAGG 
GCAAAGCACGTCATCATTGCGGTTCCACCGGCACTCGCTGCCGAGTTGATTGGTTTCACC 
CTAGATTTACCAGCTGACGTGCGAAAAGCAGCGCATCCACAACATATAGCTGTGATGAAT 
TGGGCAAAGGAGAAATACACCTTACCCACACAAGCCGCATCGGCTGGGGGTTTTGGGCAT 
GAGCTGTTCCAACAACCACTCGGACATGGGCGAATTCATTGGGCATCAACGGAAGTTGCC 
ACTGAGTTTGGTGGACACCTTGAAGGCGCAGTTCGTGCAGGAATTCAGGCTGCGCTTCAA 
ACAGGATTTAATCTAAAATCT 

>RXA0 1 7 5 7 - do wns t r e am 
TAAACCTCGTATTTTCCCTGATA 

>RXA018 07-upstream 

GCTCACCGAGCTGGACACCAAGCTCCGCGCAGTGCAGGAAGAACACGGCGAGCTGGAAAT 
GCAGTGGCTGGAACTCGGCGAGGAAATCGAGGGCTAGTTC 

>RXA018 07 

ATGCCGTCGGCAGGCGAGGAGATTTTAGAGCAGCGCGCACAGCTGGAGTTTGATCAGCGC 
CGCGCCGATGTGGTGATGATCGGCAGCCAGGTGGTTTATGGTTCCGTGGGGCTCAGTGCT 
GCCATTCCGGTGATGCACAACGAAGGCCTCCGCGTGGTCGCTGTCCCCACCGTGGTGTTA 
AGTTCCATGCCGCGTTATGCAAGTTCTCACCGCCAGCCGATGTCGGACCAATGGCTCGCC 
GACGCGCTGCAAGACCTGGTGGATCTGGGGATTATCGATGAGGTTTCCACCATTTCCACC 
GGCTATTTTACCTCCGCTTCTCAGGTGCGTGTGGTCGCTGCGTGGCTGCAGAAAATCCGC 
GAAACCCATCCGCATGTGCGCATCGTGGTGGATCCCATCATGGGGGACAGTGACGTGGGA 
ATTTATGTCGCCGACGAGATCGCAACCGCCATCTGCCAGGACTTATGCCCTCTGGCTACC 
GGAATCATTCCCAATGCTTTCGAGCTCTCCCACATGGTTGGCTCCGGCGATCCGCGCTCG 
CTGCTCGGCCCGTTTGGCGAGTGGATCATCATCACCAGCGCCACTGAAACTGTGGGCACC 
ACCGTCACCCGCATCGTCACCCGTGACAGCGTCCAGGAAATCGCCTCCGCCACCGTCGAT 
ACCACGGCCAAAGGGGCAGGCGACGTCTACGCCGCAGCATTAATCGCCGCCCTGCATAAA 
GATTTTTCGCTTATCGACGCCGCCAGCCACGCATCCAACACCGTCTGCGCCGGCCTGCAG 
ACCAAAGCGCTT 

>RXA018 07-downstream 
TAGGTTTCGTCCGTCTCTGACAG 

>RXA01821 

CGAAACAGCCAAGGCAAATGGTGCCCAAGTACGCGATCACCAAAAAATACCAGCATCGAA 
G AC AAC G G C G AT C AC G TAG T CAT C C AAG C AG G C G AAG AAAC C AC AA T C G T G G AC C G C G T T 
ATCGTCACCACCGGCAGCTGGACAAGCGAGCTCGTGCCCTCCATCGCGCCACTGCTTGAA 
GTGCGACGCCTAGTGCTCACCTGGTTCCTGCCCAACAATCCAGTGGACTTCCAACCGGAA 
AACCTGCCATGCTTCATCCGTGACCGTGATGGCT.TCCACGTATTTGGAGCACCATGCGTC 
GATGGGTACAGCATCAAAATTGCCGGATTGGATGAGTGGGGCGTTCCATTAAGCCTCGAT 
CCACCGATGTGCCCTCGG 

>RXA01821-downstream 
TGATGTCCTGATCCCGGTTCCGG 

>RXA018 35-upstream 

TCAACATCTATTCCTCCTGCGATTTGCATGGGATATATATTAAAAATTCTAGCCGAAAGT 
TTCCTGCGTGAATACACTTTCCCCGCGCCTTCGCAAAGCT 

>RXA01835 

ATGAATACTGCCGCGTGGGCACACCGCCACCACGTACGCAAAGGCGGTGGAATTCCGTAT 
GTCAGCCATCTTTATTCAGTGATGTACTTGCTGGCCAGCGTCACTAATGATGAAGATGTG 
CTCATCGCCGGGCTGCTCCACGACACCCTCGAAGACGTACCCGAGGAATACAATTCTGCC 
CAACTTGAAGCTGATTTTGGTCCGCGGGTGCGCGAGTTGGTGGAAGAGCTCACCAAACAG 
CCCTTAAAAAGCTGGAAAGCGCGTGCCGACGCTTACCTCCTGCACCTCAGCGCAGGTGCC 
AGCTTAGAGGCTGTCTTAATCTCCACCGCAGATAAACTGCATAATCTCATGTCCATCTTG 
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GATGACCTTGAAATACACGGTGAAGATTTATGGCAACGCTTTAACGCTGGCAAAGAGCAG 
CAAATCTGGTGGTATAGCGAGGTTTATCAGATATCTCTCCAGCGCTTAGGGTTCAATGAG 
TTGAATAAACAACTGGGGTTGTGCGTCGAAAAGCTCTTAAAGCAAAGCGCC 

>RXA018 35-downstream 
TAGGCGCTCGGCGGCGTCGATAA 

>RXA018 50-upstream 

TTCGTGCAACTTCAGACTCTTACGGAGGCGATGGACCAAAAACAACTACAATCAAGCAGA 
TCACCTTGTACACCACCAGAGAAAAGGCCCACCCTCAGCC 

>RXA01850 

ATGGCTATCAGTGTTGTTGATCTATTTAGCATCGGTATCGGACCATCATCCTCACATACC 
GTCGGCCCCATGAGAGCCGCCCTCACGTATATCTCTGAATTTCCCAGCTCGCATGTCGAT 
ATCACGTTGCACGGATCCCTTGCCGCCACCGGTAAAGGCCACTGCACTGACCGGGCGGTA 
TTACTGGGTCTGGTGGGATGGGAACCAACGATAGTTCCCATTGATGCTGCACCCTCACCC 
GGCGCGCCGATTCCTGCGAAAGGTTCTGTGAACGGGCCAAAGGGAACGGTGTCGTATTCC 
CTGACGTTTGATCCTCATCCTCTTCCAGAACACCCCAATGCCGTTACCTTTAAAGGATCA 
ACCACAAGGACTTATTTGTCGGTGGGTGGTGGGTTCATTATGACGTTGGAGGATTTCCGG 
AAGCTGGACGATATCGGATCAGGTGTGTCAACCATTCATCCAGAGGCAGAGGTGCCTTGT 
CCTTTTCAGAAGAGTTCCCAATTACTCGCATATGGTCGCGATTTTGCGGAGGTCATGAAG 
GATAATGAGCGCTTAATCCACGGGGATCTTGGCACAGTGGATGCCCATTTGGATCGAGTG 
TGGCAGATTATGCAGGAGTGCGTGGCACAAGGCATCGCAACGCCGGGGATTTTACCGGGT 
GGGTTGAATGTGCAACGTCGGGCGCCGCAGGTACACGCGCTGATTAGCAACGGGGATACG 
TGTGAGCTGGGTGCTGATCTTGATGCTGTGGAGTGGGTGAATCTGTACGCCTTGGCGGTG 
AATGAAGAAAACGCCGCTGGTGGTCGTGTGGTTACTGCTCCGACTAATGGTGCTGCGGGG 
ATTATTCCGGCGGTGATGCACTATGCGCGGGATTTTTTGACAGGTTTTGGGGCGGAGCAG 
GCGCGGACGTTTTTGTATACCGCGGGTGCGGTGGGCATCATCATTAAGGAAAATGCCTCG 
ATCTCTGGCGCGGAGGTGGGGTGTCAGGGTGAGGTTGGTTCAGCGTCCGCGATGGCGGCT 
GCCGGGTTGTGTGCAGTCTTAGGTGGTTCTCCGCAACAGGTGGAAAACGCCGCGGAGATT 
GCGTTGGAGCACAATTTGGGATTGACGTGCGATCCGGTGGGCGGGTTAGTGCAGATTCCG 
TGTATTGAACGCAACGCTATTGCTGCCATGAAGTCCATCAATGCGGCAAGGCTTGCCCGG 
ATTGGTGATGGCAACAATCGCGTGAGTTTGGATGATGTGGTGGTCACGATGGCTGCCACC 
GGCCGGGACATGCTGACCAAATATAAGGAAACGTCCCTTGGTGGTTTGGCAACCACCTTG 
GGCTTCCCGGTGTCGATGACGGAGTGT 

>RXA018 50-downstream 
TAGCGGTACGGCTTTAACACGGC 

>RXA0187 8-upstream 

GGTTCAGGCTGCACAAGGTTGGGGAGCATGGCCTGCTTGCACCGCAAGCTTGGGCATCCG 
ATAGTAGAAATCTGGCATCCAATAGGTAGATTGGGATGCT 

>RXA0187 8 

ATGGAAGAACCCTCAGGTGCACAGCTGCTCGGCCCGGTAGAAATCCGTGCGCTGGCAGAA 
AAGC T C G AC G T C AC AC C AAC T AAG AA G T T G GG G C AG AAC T T T G T T C AC GAT C C C AAC AC G 
GTGCGTCGCATTGTTGCTGCGGCAGAGCTCACCCCAAACGACCACGTGGTGGAAGTTGGC 
CCTGGTCTGGGCTCTCTGACCCTTGCCCTGGTGGAATCTGCTGCTTCAGTAACTGCGGTG 
GAAATTGATCCCCGTTTGGCTGCGGAATTGCCGGAGACTTTTCAGTGGCGCGCGCCGGCC 
CTTGCTCACAAGTTGAGCATCGTGCTGAAAGACGCCCTGAAGGTTCAACAATCCGATATG 
GCTGTTCAACCCACCGCCTTGGTGGCTAACTTGCCGTACAACGTCTCTGTCCCTGTCTTG 
TTGCACATGATGGAGGAGTTTCCCACCATCAACAAGGTGCTTGTCATGGTGCAGGCAGAG 
GTTGCTGATCGTTTGGCTGCGGATCCAGGATCGAAGATTTATGGTGTGCCTAGCGTGAAG 
GCGTCCTTCTACGGTCCAGTTACTCGCGCCGGGTCGATTGGTAAGAATGTCTTTTGGCCA 
GCTCCAAAGATCGAATCCGGTTTGGTGAAGATCGTGCGCGAAGACACCGCGTGGAAGCAG 
GACGATGAGACGCGTAAGAAGGTGTGGCCGATCATTGATGCTGCTTTCTTGCAGCGCCGT 
AAAACCCTAAGAGCTGCGCTTTCTGGACACTACGGTTCTGGCCAGGCAGCTGAGGAAGCT 
TTGCGGGCCGCTGATATTGATCCAACGCTTCGTGGCGAAAAGCTTGATGTCACTGACTAT 
GTGCGCCTAGCTGGGGTGTTGCAGCAAAAGGATGAGAAG 

>RXA0 187 8 -downstream 
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TGAAAATTACCGCTAAGGCGTGG 
>RXA018 92-upstream 

A T G T T AAAAG C G G T T GG C AC AAC C C C T AC T G AAG G AG AAC AC C AC G 
>RXA018 92 

GTGACCACCTCGAGTGAACAACCCCGTACAGGATACAAACGAGTGATGTTAAAGCTCGAA 
GGTGAAATGTTTGGTGGTGGCAAAGTCGGCGTCGATCCTGATGTAGTAGACAATGTTGCA 
CGTCAGATCGCTGAAGTTGCTAAAACTGGAGCAGAGATTGCCGTTGTTATCGGTGGCGGA 
AACTTCTTCCGCGGAGCTGAGCTTCAGCAGCGTGGCATGGACCGCGCACGGTCCGATTAC 
ATGGGTATGCTCGGCACAGTCATGAACTGCCTCGCCTTGCAGGACTTCCTCGGTCAGCAT 
GGCGTTGAATGCCGTGTCCAGACCGCCATCAACATGGCACAGGTCGCAGAACCATATCTG 
CCACTGCGCGCAGAACGCCACCTGGAAAAGGGCCGCGTTGTCATCTTCGGTGCTGGCATG 
GGTATGCCGTACTTTTCCACGGACACCACTGCTGCACAGCGTGCGTTGGAAATCGGCTGT 
GACGTCCTACTGATGGCTAAGGCTGTTGACGGTGTGTACAGCGATGATCCTCGTACCAAC 
CCAGATGCTGAGCTCTTCACCGAAATTACTCCAAAGGAAGTAATTGAGAAGGGCCTGAAG 
GTTGCCGATGCAACTGCATTCAGCCTCTGCATGGACAACAAGATGCCTATCTTGGTGTTT 
AACCTGCTTACTGAAGGCAACATTGCTCGCGCCATCAGCGGTGAACGTATCGGTACTCTG 
GTCGAGTCC 

>RXA018 92-downstream 

T G AT AC AT T T AG T C T T AT AAAC A 

>RXAO 18 94 -upstream 

AGAATTTTTTCGAAAATGCTGGCACCATCAACAGTGACATTGTTAGAAACTTCAAGGAGA 
ACCCATGAATGAACCGGAGCAACATCACCGGTCCATGAGG 

>RXA018 94 

ATGCCCAAACCCAAAAATAATGCGGGTCGAGATCTCAAAGCTGCCATTGCTGTGGGGATC 
GGACTGGGGGTCCTGGTTCTTTTGGGGATTGTCCTAAGCCCATGGGGTTGGTACATCCTC 
GTTGCAGGTTTTATGGCTGCAGCAACATGGGAAGTTGGTAGCAGACTTAAAGAAGGCGGC 
TATCATTTGCCACTGCCGATTATGATCATCGGCGGTCAGGCAATCATCTGGCTGTCATGG 
CCATTTGGCACGATGGGCATTTTGGCGTCTTTTGTGGCCACTGTGTTGGTGCTGATGTAT 
TTCCGAATTTTCTACAATGGCACGGAAAAAGAAGCCCGCAACTATTTGAGGGACACCTCT 
GTGGGCATCTTCGTGCTCACCTGGATTCCATTGTTCGGAAGCTTCGCTGCGATGCTGTCG 
CTGATGCAAAACAATTCCATCCCGGGTACATATTTCATTTTGACGTTCATGCTGTGTGTG 
ATCGCATCGGATGTGGGCGGGTATATCGCGGGTGTGTTCTTTGGATCGCACCCAATGGCG 
CCGTTGGTGAGTCCGAAGAAGTCTTGGGAAGGCTTTGCCGGCTCCATTGTCTTAGGATCG 
GTCACTGGTGCACTCAGTGTTCACTTCCTGCTCGATCACCACTGGTGGATGGGTGTGATC 
TTGGGTTGTGCCCTAGTTGTGTGCGCCACGTTGGGTGACTTGGTTGAGTCGCAGTTCAAA 
CGCGATTTGGGCATCAAGGATATGTCGAACCTTCTTCCAGGCCACGGCGGATTGATGGAC 
CGTTTGGATGGCATGCTCCCGGCCGCGATGGTGACGTGGTTGATCCTGAGTGTGATCAGC 
AGCTCGTATCCGTCG 

>RXAO 1 8 94 -downstream 
TAAAGCTTGGGCCAGCTTTAAGT 

>RXA01920 

GCCGACGTGATCCGCCTGATCATCCGCGATGAGGCAGTGCACGGCTACTACATTGGCTAC 
AAGTATCAAAAGGCTGTCGCGAAGGAGACTCCAGAGCGTCAGGAAGAGCTGAAGGAGTAC 
ACCTTCGATCTGCTCTACGATCTTTACGATAACGAAACTCAGTACTCCGAAGATCTCTAC 
G A C GAT C T T G GAT G G AC C GAG GAT G T T AAG C GAT TCCTTCGC T AC AAC G C C AAC AAG GC C 
CTCAACAACCTTGGCTACGAAGGACTCTTCCCAGCGGATGAAACCAAGGTGTCCCCAAAC 
ATCTTGTCTGCGCTGTCACCAAACGCTGATGAGAACCACGACTTCTTCTCCGGCTCCGGT 
TCCTCTTACGTTATTGGTAAGGCAGAAAACACCGAGGATGATGACTGGGACTTC 

>RXA0 192 0 -downstream 

T AAC T T T T AAAAAG C T G AAG C G C 

>RXA0 1928 -upstream 

GCGAGTACGCCACCTTGGGCGATTCCTTGCACGACGCCGCGCAGGCCTACATCGCCGATA 
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TCCACGCGGGTACCTTCCCAGGCGAAGCGGAGTCCTTTTA 
>RXA01928 

ATGCAGGTAGCAACCACAAAGCAGGCGCTTATCGACGCCCTCCTCCACCACAAATCCGTC 
GGGCTCGTCCCCACCATGGGTGCGCTACACAGCGGACACGCCTCGTTGGTTAAAGCAGCA 
CGCGCTGAAAACGACACTGTTGTAGCCAGTATTTTTGTCAATCCCCTGCAGTTTGAAGCA 
CTCGGTGATTGCGATGATTACCGCAACTATCCCCGCCAACTCGACGCCGATTTAGCACTG 
CTTGAAGAGGCAGGTGTGGATATTGTGTTCGCACCCGATGTGGAGGAAATGTACCCCGGT 
GGCTTGCCACTAGTGTGGGCGCGCACCGGTTCCATCGGAACAAAATTGGAGGGTGCCAGC 
AGGCCTGGCCATTTCGATGGTGTGGCTACCGTGGTGGCGAAGCTGTTCAATTTGGTGCGC 
CCTGATCGTGCATATTTTGGACAAAAAGATGCTCAGCAGGTTGCGGTGATTCGGCGATTG 
GTTGCCGATCTAGACATTCCCGTGGAGATTCGTCCCGTTCCGATTATTCGTGGCGCCGAT 
GGCTTAGCCGAATCCAGCCGCAATCAACGTCTTTCTGCGGATCAGCGAGCGCAAGCTCTG 
GTGCTGCCGCAGGTGTTGAGTGGGTTGCAGCGTCGAAAAGCAGCTGGTGAAGCGCTAGAT 
ATCCAAGGTGCGCGCGACACCTTGGCCAGCGCCGACGGCGTGCGCTTGGATCACCTGGAA 
ATTGTCGATCCAGCCACCCTCGAACCATTAGAAATCGACGGCCTGCTCACCCAACCAGCG 
TTGGTGGTCGGCGCGATTTTCGTGGGGCCGGTGCGGTTGATCGACAATATCGAGCTC 

>RXA01928-downstream 
TAGTACCAACCCTGCGTTGCAGC 



>RXA0192 9-upstream 

TGACTCCATAACGAGAACTTAATCGAGCAACACCCCTGAACAGTGAATCAAATCGGAATT 
TATTTATTCTGAGCTGGTCATCACATCTATACTCATGCCC 

>RXA0192 9 

ATGTCAGGCATTGATGCAAAGAAAATCCGCACCCGTCATTTCCGCGAAGCTAAAGTAAAC 
GGCCAGAAAGTTTCGGTTCTCACCAGCTATGATGCGCTTTCGGCGCGCATTTTTGATGAG 
GCTGGCGTCGATATGCTCCTTGTTGGTGATTCCGCTGCCAACGTTGTGCTGGGTCGCGAT 
ACCACCTTGTCGATCACCTTGGATGAGATGATTGTGGTGGCCAAGGCGGTGACGATCGCT 
ACGAAGCGTGCGCTTGTGGTGGTTGATCTGCCGTTTGGTACCTATGAGGTGAGCCCAAAT 
CAGGCGGTGGAGTCCGCGATCCGGGTCATGCGTGAAACGGGTGCGGCTGCGGTGAAGATC 
GAGGGTGGCGTGGAGATCGCGCAGACGATTCGACGCATTGTTGATGCTGGAATTCCGGTT 
GTCGGCCACATCGGGTACACCCCGCAGTCCGAGCATTCCTTGGGCGGCCACGTGGTTCAG 
GGTCGTGGCGCGAGTTCTGGAAAGCTCATCGCCGATGCCCGCGCGTTGGAGCAGGCGGGT 
GCGTTTGCGGTTGTGTTGGAGATGGTTCCAGCAGAGGCAGCGCGCGAGGTTACCGAGGAT 
CTTTCCATCACCACTATCGGAATCGGTGCCGGCAATGGCACAGATGGGCAGGTTTTGGTG 
TGGCAGGATGCCTTCGGCCTCAACCGCGGCAAGAAGCCACGCTTCGTCCGCGAGTACGCC 
ACCTTGGGCGATTCCTTGCACGACGCCGCGCAGGCCTACATCGCCGATATCCACGCGGGT 
ACCTTCCCAGGCGAAGCGGAGTCCTTT 

>RXAO 1 92 9-downst ream 
TAAT GC AGG T AG C AACC AC AAAG 

>RXA0194 0 

AGAGTAACGCTTGTTTCCACCGGGCCACTGACCAACATCGCGCTGGCAGTCCGGAAAGAA 
CCACGCATCGCCGAGCGAGTCAAGGAAGTTGTCCTCATGGGCGGGGGCTACCACGTAGGA 
AACTGGACCGCCGTAGCTGAATTCAACATCAAGATCGACCCCGAAGCAGCCCACATCGTA 
TTCAACGAAAAGTGGCCACTGACTATGGTCGGCCTCGACCTTACCCACCAGGCGCTCGCA 
ACACCTGAGATCGAAGCCAAGTTCAACGAGCTGGGCACCGACGTCGCCGACTTCGTCGTC 
GCGCTTTTCGACGCTTTCCGCAAGAATTACCAGGACGCACAGGGTTTTGATAACCCACCA 
GTACACGACCCTTGTGCTGTTGCATACCTTGTTGACCCAACCGTATTCACCACCCGCAAA 
GCACCACTCGATGTGGAGCTGTACGGCGCACTCACCACAGGCATGACCGTTGCTGATTTC 
CGCGCACCGGCTCCAGCAGATTGCACCACCCAAGTAGCTGTTGACCTGGACTTTGATAAA 
TTCTGGAACATGGTGATCGATGCAGTAAAGCGCATCGGA 

>RXA0194 0-downstream 
TAGACCTGTTCACAAGGTTGTTA 

>RXA01970 
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CCAGAGCCAGTGCGTATTGCTATTGCAGAGGCACTGGGTTTGATGTGCGCGGAAGAGGTT 
CAAGCTAGTCGTGCTTTGCCGGGTTTCGCGCAAGCAGCGATTGATGGTTATGCGGTTCGA 
GCAGTCGATGTCGGCGGCGAGAAGTCGTTTAGCCAGCAACTGCCGGTTGCTCCTCCGGAA 
AAATCCCTGCCCGTGGTGGGTGAAGTAGCTGCGGGTTCTCAGCAGCCGTTGCGCCTGCAG 
CCTAAACAAGCAGTCATGGTCCACACCGGTGCGCCACTGCCGATGCTTGCGGATGCGGTG 
CTGCCCATGGCGTGGTCAGATCGTGGCCGCAAACGAGTAACCGCGCAGCGACCTGTGCGC 
TCTGGCGAGTTTGTGCGCAAAGAAGGCGATGACATCCAACCGGGAGACATCGCAGTCAGC 
GCCGGCGCGGTCTTAGGCCCTGCCCAAATTGGTTTGCTCGCAGCTGTTGGTCGCTCCAAA 
GTGTTGGTGTACCCACGCCCACGCATGTCGGTTATCTCCGTAGGCGCTGAACTTGTTGAT 
ATTGATCGCCAGCCAGGCCTCGGCCAGGTTTATGATGTCAATTCCTATTCTCTGGCTGCC 
GCCGGTAGGGAAGCGGGCGCAGATGTGTACCGCTACGGCATTGCTGCCGGTGAACCTCGT 
CGCATCAAAGAGATCATTGAATCCCAGATGCTGCGCTCGGAAATCATCGTCATCACCGGA 
GCTGTTGGCGGTGCTGGTTCAGCTGGCGTGCGCCAGGTTCTCAACGAGCTAGGCGATATC 
GACACCGAACGCGTCGCAATGCACCCCGGTTCTGTCCAAGGATTCGGTCTGCTCGGCGAG 
AACAAGATTCCATGCTTCCTTCTGCCTTCCAATCCGGTGGCGTCGTTAGTTATTTTTGAA 
ACCTTCGTCCGCCCGGTCGTGCGCATGAGCCTGGGCAAGAGCAATGCGGCGCGCCGGGTT 
GTTCGAGCTCGAGCGCTCAACCACGTTGTGTCTGTGGCGGGTCGAAAAGGTTTCATCAGG 
TCCAGGCTCATGCGCGATGCAGAAACCCAGGACTACCTCGTGGAGGCTTTGGGTGGTGCA 
ACGGGCGCACCATCGCACCTATTGGCAGGATTGTCCGAAGCAAACGGTATGATCCGCATT 
CCAGAAGATGTCACAGAAATCCGACCGGGAGATGTCGTGGACGTGATCTTCCTTGCCCAA 
GGTCGA 

>RXA0197 0-downstream 
TAGTTCGATGCGTAATGCACCGT 

>RXA02 022-upstream 

TATTTGCGATTCCAACTGCTTGGGCTCCGCGAATGTTTTCACTCATTTTTTAATCGACCG 
CTTCCATCATGTTTTAACTAAGGTTTGTAGGCTTAAACCT 

>RXA02022 

GTGAACTCTGAACTCAAACCAGGATTAGATCTCCTCGGCGACCCAATTGTCCTTACTCAA 
C G T T T G G TAG AT AT AC C GAG TCCGTCGGGT C A G G AAAAG C AG AT T G C T GAT G AAA T T G AA 
GATGCCCTTCGGAACCTTAATCTACCTGGTGTAGAGGTCTTCCGCTTCAACAACAACGTT 
CTTGCTCGCACGAACAGGGGATTGGCCTCGAGGGTCATGCTTGCTGGTCATATCGATACA 
GTGCCGATCGCGGACAATCTGCCAAGCCGTGTGGAAGACGGCATCATGTATGGCTGTGGC 
ACCGTCGATATGAAATCTGGGTTGGCGGTGTATTTGCATACTTTTGCCACCTTGGCCACG 
TCGACTGAGCTTAAACATGATCTGACGCTGATTGCGTATGAGTGCGAGGAAGTTGCTGAT 
CACCTCAATGGTTTGGGCCACATTCGCGATGAGCATCCGGAGTGGTTGGCGGCTGATTTG 
GCGTTGTTGGGTGAGCCTACTGGCGGCTGGATTGAGGCGGGCTGCCAGGGCAATCTGCGC 
ATCAAGGTGACGGCGCATGGTGTGCGTGCCCATTCGGCGAGAAGCTGGTTGGGTGATAAT 
GCGATGCATAAGTTGTCGCCGATCATTTCGAAGGTTGCTGCGTATAAGGCCGCAGAAGTC 
AACATTGATGGCTTGACCTACCGTGAAGGCCTCAACATCGTTTTCTGCGAATCGGGCGTG 
GCAAACAACGTCATTCCAGACCTCGCGTGGATGAACCTCAACTTCCGTTTCGCGCCGAAT 
CGCGATCTCAACGAGGCGATCGAGCATGTCGTCGAAACGCTTGAGCTTGACGGTCAAGAC 
GGCATCGAATGGGCCGTAGAAGACGGGGCAGGCGGTGCCCTTCCAGGCTTGGGGCAGCAG 
GTGACAAGCGGGCTTATCGACGCCGTCGGCCGCGAAAAAATCCGCGCAAAATTCGGCTGG 
ACCGATGTCTCACGTTTTTCAGCCATGGGAATTCCAGCCCTAAACTTTGGCGCTGGTGAT 
CCAAGTTTCGCGCATAAACGCGACGAGCAGTGCCCAGTGGAGCAAATCACGGATGTGGCA 
GCAAT T T T GAAG C AG TACCT GAG C G AG 

>RXA02 022-downstream 
TAACCGCATTCGGGGTTATCGTG 

>RXA02 024 -upstream 

CACTGATGACCTGGATCAGGCCGTCAAATTCATCGTCGATGCACACGCTGGATTGGACGT 
AGCGCGTCTCCACAATTAAGCAGTGGCTACATTAGGTGTT 

>RXA02024 

ATGAGTTCTTTGCCGGTCATCATGGCCATCGTCAATCGCACCCCGGATTCTTTCTATGAC 
AAGGGTGCGACATTTGAGGACACCGCTGCGCTAAACAGGGCAGCGGAGGTCATTGAACAA 
GGCGCCGGCATTGTCGATATCGGTGGGGTGAAAGCCGGCCCGGGGGATTTCGTGTCGGCG 
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GAGGAAGAGATCGACCGCGTGGTGCCAATCATCGCTGCGGTGCGAGAACGTTTTCCTGAC 
ATTGATATTTCTGTTGATACCTGGCGGGCGTCGGTGGCTGATGTCGCAGTGGCGCATGGA 
GCAACGCTGATCAATGACACTTGGGCCGGCCATGATCATGAGTTGGTGCAGGTAGCAGGG 
CAGCACAAGGTGGGTTATGTCTGCTCGCACACCGGCGGGGTGATTCCAAGAACGCGACCA 
TATCGGGTGCATTTCGATGACATCGTGGCCGATGTAATTACGGAGACCACCAAATTGGCA 
GAGCAAGCTGTTCGTGCCGGGGTGCCAGAGGAACGGGTGTTTATTGATCCCACCCATGAT 
TTCGGGAAAAACACCTTCCACGGACTGGAGCTTTTACGACGGATCGATGAGGTGGTTGCC 
ACGGGCTGGCCGGTGCTGATGGCCTTGAGTAATAAGGATTTCATTGGGGAAACTTTGGAA 
AGGGGCGTCGATAAGCGTGTTGCTGGCACGCTTGCTGCCACTGCCTGGGCGGCGGCGCGC 
GGCGTTGCGGCTTTTCGCGTGCATGAAGTTGCGGAAACC 

>RXA02 027 -upstream 

TCACGTGCTCATCGATAGGCAAACTCATGGAACCAAGAGTACCTGCCCCCGCAACCCCAA 
TCGTCGTACCCCTCCGAAAATAACGGTTATCCTTAGATTT 

>RXA02 02 7 

ATGAGCCAAACTAAGCAGGAACTGCGCACGAAGCTTCGGGAAGCGCGCACCAATATGGAT 
GAGGCTTCTCGCACGCGAGAAAACGCAGCCATCATTGCCAACGTTTCTTATTACATCCGC 
TCAAAGCAGCCAAAAAGGATTGCCGCTTACGTGCCGGTGCGTACCGAACCTGGTGGGCGA 
TTGCTTCTTGACGCCCTCCACGCCGAAACTTCCGCGCTTATTTTGCCAGTCTCCCTCGAG 
GATCGACGCCTCGACTGGGCTCTTTATGAAGGCCCAACCAGCCTTGTTCCTGGCGCATTT 
GGCATCCAGGAACCCGGTGGCACTCGCCTTGGACCTGAAGCTCTCAACTTCTGCGACCTT 
GTCATCGCCCCCGCACTGGCATGCACCCCCAGTGGAATCAGGCTAGGTAAAGGTGGCGGT 
TTCTACGACCGCGCTCTAGCCACCGGAGTCAAGGCTGACGTGATTACTTTGCTCTTCAAC 
GGAGAAATCCGCGAC 

>RXA02 031-upstream 

TGCTTGGGCGTTAACGATTCTATATATACTTCCCTAGAAATCAAGTGAGCATTCATCTCA 
TTGCAGAACGTTGAAGCATCATTGACTAGGATATGTAGAC 

>RXA02031 

AT G AC AG AG G AAC G C GAGA T T C T G AC C T AT GAG AT G T T C GG AA C AG C AAT G C G G GAG C T G 
GCCCAAGAAATTATTGATGACTACCAGCCAGATTGCGTGCTGTCCATTGCGCGTGGTGGT 
CTTCTAATCGGTGGCGCACTTGGTTATGCGCTGGGTATCAAGAATGTATCGGTGATCAAT 
GTGGAGTTCTACACCGATATTGGAGAGCACTTGGAGGAGCCAATGATGCTGCCTCCAACT 
CCAAAAGCTGTTGATCTCTCGGGAATGCGTGTGCTCGTCGCTGACGATGTCGCGGATACC 
GGAAAGACTCTTGAGTTGGTCAGGGACTTCCTGGGTGACCAAGTTGTCGAAGTGCGCACT 
GCAGTGATCTATCACAAGCCAAACAGTGTGTTTAAGCCGGAGTATGTGTGGCGTGAGACT 
GATAAGTGGATTAACTTCCCATGGTCTACCCTGCCTCCAGTGGAGCCTTCTAAG 

>RXA020 31-downstream 
TAATTTTTCACCCGTGAAAGTGC 

>RXA020 7 2-upstream 

TACATGGTGCCCTCAATGGGAACCACCAACATCACTAAATGGCCCAGGTACACACTTTAA 
AATCGTGCGCGCATGCAGCCGAGATGGGAACGAGGAAATC 

>RXA02072 

ATGACAGTTGATGAGCAGGTCTCTAACTATTACGACATGCTTCTGAAGCGCAATGCTGGC 
GAGCCTGAATTTCACCAGGCAGTGGCAGAGGTTTTGGAATCTTTGAAGATCGTCCTGGAA 
AAGGACCCTCATTACGCTGATTACGGTCTCATCCAGCGCCTGTGCGAGCCTGAGCGTCAG 
CTCATCTTCCGTGTGCCTTGGGTTGATGACCAGGGCCAGGTCCACGTCAACCGTGGTTTC 
CGCGTGCAGTTCAACTCTGCACTTGGACCATACAAGGGCGGCCTGCGCTTCCACCCATCT 
GTAAACCTGGGCATTGTGAAGTTCCTGGGCTTTGAGCAGATCTTTAAAAACTCCCTAACC 
GGCCTGCCAATCGGTGGTGGCAAGGGTGGATCCGACTTCGACCCTAAGGGCAAGTCCGAT 
CTGGAAATCATGCGTTTCTGCCAGTCCTTCATGACCGAGCTGCACCGCCACATCGGTGAG 
TACCGCGACGTTCCTGCAGGTAACATCGGAGTTGGTGGCCACGAGATCGGTTACCTGTTT 
GGCCACTACCGTCGCATGGCTAACCAGCACGAGTCCGGCGTTTTGACCGGTAAGGGCCTG 
ACCTGGGGTGGATCCCTGGTCCGCACCGAGGCAACTGGCTACGGCTGCGTTTACTTCGTG 
AGTGAAATGATCAAGGCTAAGGGCGAGAGCATCAGCGGCCAGAAGATCATCGTTTCCGGT 
TCCGGCAACGTAGCAACCTACGCGATTGAAAAGGCTCAGGAACTCGGCGCAACCGTTATT 
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GGTTTCTCCGATTCCAGCGGTTGGGTTCATACCCCTAACGGCGTTGACGTGGCTAAGCTC 
CGCGAAATCAAGGAAGTTCGTCGCGCACGCGTATCCGTGTACGCCGACGAAGTTGAAGGC 
GCAACCTACCACACCGACGGTTCCATCTGGGATCTCAAGTGCGATATCGCTCTTCCTTGT 
GCAACTCAGAACGAGCTCAACGGCGAGAACGCTAAGACTCTTGCAGACAACGGCTGCCGT 
TTCGTTGCTGAAGGCGCGAACATGCCTTCCACCCCTGAGGCTGTTGAGGTCTTCCGTGAG 
CGCGACATCCGCTTCGGACCAGGCAAGGCAGCTAACGCTGGTGGCGTTGCAACCTCCGCT 
CTGGAGATGCAGCAGAACGCTTCGCGCGATTCCTGGAGCTTCGAGTACACCGACGAGCGC 
C T C C AGG T GAT CAT G AA G AAC AT C T T C AAG AC C T G T G C AG AG AC C G C AG C AG AG TAT G G A 
CACGAGAACGATTACGTTGTCGGCGCTAACATTGCTGGCTTCAAGAAGGTAGCTGACGCG 
ATGCTGGCACAGGGCGTCATC 

>RXA02 072-downstream 
TAAGACCCCTGCGCTTTACTTAA 

>RXA02 08 5-upstream 

CACCCGGTGATTTCGCGAACCTTGAAACATCGTCAGAAGATTGCCGTGCGTCCTAGCCGG 
GATCCGCACGTTCGGCTCAAGCAGAAAGTCTTTAACTCAC 

>RXA02 08 5 

ATGACTTCCAACTTTTCTTCCACTGTCGCTGGTCTTCCTCGCATCGGAGCGAAGCGTGAA 
CTGAAGTTCGCGCTCGAAGGCTACTGGAATGGATCAATTGAAGGTCGCGAACTTGCGCAG 
ACCGCCCGCCAATTGGTCAACACTGCATCGGATTCTTTGTCTGGATTGGATTCCGTTCCG 
TTTGCAGGACGTTCCTAC TACGACGCAATGCTCGATACCGCCGCTATTTTGGGTGTGCTG 
CCGGAGCGTTTTGATGACATCGCTGATCATGAAAACGATGGTCTCCCACTGTGGATTGAC 
CGCTACTTTGGCGCTGCTCGCGGTACTGAGACCCTGCCTGCACAGGCAATGACCAAGTGG 
TTTGATACCAACTACCACTACCTCGTGCCGGAGTTGTCTGCGGATACACGTTTCGTTTTG 
GATGCGTCCGCGCTGATTGAGGATCTCCGTTGCCAGCAGGTTCGTGGCGTTAATGCCCGC 
CCTGTTCTGGTTGGTCCACTGACTTTCCTTTCCCTTGCTCGCACCACTGATGGTTCCAAT 
CCTTTGGATCACCTGCCTGCACTGTTTGAGGTCTACGAGCGCCTCATCAAGTCTTTCGAT 
ACTGAGTGGGTTCAGATCGATGAGCCTGCGTTGGTCACCGATGTTGCTCCTGAGGTTTTG 
GAGCAGGTCCGCGCTGGTTACACCACTTTGGCTAAGCGCGATGGCGTGTTTGTCAATACT 
TACTTCGGCTCTGGCGATCAGGCGCTGAACACTCTTGCGGGCATCGGCCTTGGCGCGATT 
GGCGTTGACTTGGTCACCCATGGCGTCACTGAGCTTGCTGCGTGGAAGGGTGAGGAGCTG 
CTGGTTGCGGGCATCGTTGATGGTCGTAACATTTGGCGCACCGACCTGTGTGCTGCTCTT 
GCTTCCCTGAAGCGCCTGGCAGCTCGCGGCCCAATCGCAGTGTCTACCTCTTGTTCACTG 
CTGCACGTTCCTTACACCCTCGAGGCTGAGAACATTGAGCCTGAGGTCCGCGACTGGCTT 
GCCTTCGGCTCGGAGAAGATCACCGAGGTCAAGCTGCTTGCCGACGCCCTAGCCGGCAAC 
ATCGACGCGGCTGCGTTCGATGCGGCGTCCGCAGCAATTGCTTCTCGACGCACCTCCCCA 
CGCACCGCACCAATCACGCAGGAACTCCCTGGCCGTAGCCGTGGATCCTTCGACACTCGT 
GTTACGCTGCAGGAGAAGTCACTGGAGCTTCCAGCTCTGCCAACCACCACCATTGGTTCT 
TTCCCACAGACCCCATCCATTCGTTCTGCTCGCGCTCGTCTGCGCAAGGAATCCATCACT 
T T G GAG C AG T AC G AAG AG G C AAT G C G C G AAG AAAT C GAT C T G G T CAT C G C C AAG C AG G AA 
GAACTTGGTCTTGATGTGTTGGTTCACGGTGAGCCAGAGCGCAACGACATGGTTCAGTAC 
TTCTCTGAACTTCTCGACGGTTTCCTCTCAACCGCCAACGGCTGGGTCCAAAGCTACGGC 
TCCCGCTGTGTTCGTCCTCCAGTGTTGTTCGGAAACGTTTCCCGCCCAGCGCCAATGACT 
GTCAAGTGGTTCCAGTACGCACAGAGCCTGACCCAGAAGCATGTCAAGGGAATGCTCACC 
GGTCCAGTCACCATCCTTGCATGGTCCTTCGTTCGCGATGATCAGCCGCTGGCTACCACT 
GCTGACCAGGTTGCACTGGCACTGCGCGATGAAATTAACGATCTCATCGAGGCTGGCGCG 
AAGATCATCCAGGTGGATGAGCCTGCGATTCGTGAACTGTTGCCCGCTACGAGACGTCGA 

>RXA0208 5-downstream 
TAAGCCTGCCTACCTGCAGTGGT 



>RXA0208 6-upstream 

GATGATCAGCCGCTGGCTACCACTGCTGACCAGGTTGCACTGGCACTGCGCGATGAAATT 
AACGATCTCATCGAGGCTGGCGCGAAGATCATCCAGGTGG 

>RXA02 08 6 

ATGAGCCTGCGATTCGTGAACTGTTGCCCGCTACGAGACGTCGATAAGCCTGCCTACCTG 
CAGTGGTCCGTGGACTCCTTCCGCCTGGCGACTGCCGGCGCACCCGACGACGTCCAAATC 
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CACACCCACATGTGCTACTCCGAGTTCAACGAAGTGATCTCCTCGGTCATCGCGTTGGAT 
GCCGATGTCACCACCATCGAAGCAGCACGTTCCGACATGCAGGTCCTCGCTGCTCTGAAA 
TCTTCCGGCTTCGAGCTCGGCGTCGGACCTGGTGTGTGGGATATCCACTCCCCGCGCGTT 
CCTTCCGCGCAGAAAGTGGACGGTCTCCTCGAGGCTGCACTGCAGTCCGTGGATCCTCGC 
CAGCTGTGGGTCAACCCAGACTGTGGTCTGAAGACCCGTGGATGGCCAGAAGTGGAAGCT 
TCCCTAAAGGTTCTCGTTGAGTCCGCTAAGCAGGCTCGTGAGAAAATCGGAGCAACTATC 

>RXA0208 6-downstream 
TAAATTGGGTTACCGCTAGGAAC 

>RXA02 0 93-upstream 

GGCAGGAATTTCCCGAAAACTTCCACCAATAATCT^AGCCATATCCCACACAATCAGGCAT 
TTGCTCTTCCTTTGCTCCGCATGAGTATAAAATCACTGTC 

>RXA020 93 

ATGGTCAACTACGTCGACAGGGAAACAACCCTGTGCATCTCTCTCGCTGCTCGTCCATCC 
AACCATGGTGTTCGTTTCCACAACTGGCTTTACGCTGAACTTGGATTGAACTACCTGTAC 
AAGGCTGTTGCCCCAGCAGATATCACCGCTGCAGTCGCAGGTATCCGTGGTCTGAACATT 
CGCGGCGCAGGTGTCTCCATGCCATACAAGAGCGATGTCATCCCACTCATCGATGAGTTG 
CATCCTTCCGCAGAGCGCATACGTTCTGTTAACACCATCGTCAACAATGACGGACACCTT 
G T C G G AT AC AAC AC C G AC T AC AC T G C G G T G T AC C AC C T C C T T G AAG AAC AC C G C G T G AAC 
CCCAATGCACGAGTAGCTATCAAGGGATCCGGCGGCATGGCCAATGCTGTTGTTGCAGCT 
CTTGCTGAGTATGGTCTGAGTGGCACCGTCGTTGCCCGCAACCACACCACCGGTTCTGCG 
CTAGCTTCCCGTTACGGTTGGGAATACTCCGCAACTGTTCCGGAAGACGCAAAAATTTTG 
GTTAATGTAACCCCAATGGGAATGAATGGACCTGACCAAGACGTTGTATCTTTTGGTGAG 
GATGAAGTAGACCGAGCCGACGTAATCTTTGACTGCGTAGCATTCCCCGTCGAGACCCCA 
CTGATTAAGTTGGCCAAGGAAAAGGGTAAGCAAACCATCGACGGCGGAGAAGTTGCCGCT 
CTTCAGGCAGCAGAGCAGTTCCACCTCTACACCGGAGTTCTTCCAACCAACGACCAGATC 
ATTGCTGCGGAGGAGTTCTCCAAG 

>RXA02 0 93-downstream 
TAAATTTCTCTCCCCTATTTTTA 

>RXA02106-upstream 

GGTCGCCGCTTTTCGACGCCCGCCTGCGGCGGGATGACTGTGATGGAGGGGCGCGTCGAC 
AAGCAAAATCTCTTTAGCAAATTCGGTTACTGTGGGGCGC 

>RXA0210 6 

ATGAATAACCATTTTGAGCTCAAAGTACCTGGTGGAAAGCTTGTCGTCGTTGATGTGACC 
ACCGATCTGGATTCCATTGCTGACGTGAAGATTTCCGGCGATTTCTTCCTCGAACCCGAT 
GAGGCATTCTTCGCCCTTGGCCGGGCGCTGCAGGGGGCGTCGGTGGGTGATAACACTGAT 
CGTTTGCAGGCAAAGTTGGATGCAGCGTTGGCGGAATATGATGACGTTGAGCTACACGGC 
TTTAGCACTGCGGATATTGCTTTAGCTGTGCGTCGGGCAGTCACCGGCGCGCAAGATTTC 
ACCGATTATGAATGGGAAATCCTGCACCCAGGGGTGCTTCCTACCCCACTTAACGTTGCG 
TTGGATGAGCTCCTTTTGGACCAAGTTGCCAGTGGTCAGCGTGGCCCGACGATGCGCATT 
TGGGATTGGGATGATCGCGCCACAGTGATCGGTAGTTTCCAGTCATATGTCAATGAAATC 
AACCAAGAAGGCGTTAATGAACATGGTGTGACCGTGGTACGACGCATGTCTGGTGGCGGT 
GCAATGTTTATGGAGGGCGGCAACTGCATCACCTATTCCCTGTATGCACCGGAATCTCTC 
GTTGCTGGTTTGAGCTATGAGCAGTCCTATGAATATTTGGATCGTTGGGTGATTGCTGCG 
CTGAAGACACACGATGTTGACGCTTGGTACGTGCCTATCAATGACATCACCTCCACCGGC 
GGAAAAATCGGTGGCGCTGCACAGAAACGTCGCAGTGGCGCAGTCCTCCACCACGTGACC 
ATGTCCTATGACATCGATGCGGACATGATGACCCAGGTGTTGCGCATTGGAAAGGTGAAG 
ATTTCCGACAAGGGTCTTCGCAGCGCAAAGAAGCGCGTTGATCCTCTGCGCCGCCAAACA 
GGTGCATCACGTGAGCAAATCATCGACACCCTAAAGTCCACATTCAGTGCTAGGTACGGC 
GCGCAAGAAGTAGAGCTCAGCGATGAAGATTTCGCGGCAGGCCACGACCTAGTAAAAACC 
AAATACGCCACCGAGGAGTGGACTAAGCGAGTTCAA 

>RXA0210 6-downstream 
TAGTTTCTATGGATCTGCACAAG 

>RXA02111-upstream 
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GCTTGCGGGAACACCGCACCGCCCACCCAAACTGTTCAGATTCCAAAGATAAATTCTGAC 
GCTCATTCCAGCCCACCGTTTAGAAGAAAAGACCCCAATC 

>RXA02111 

ATGACCACCTCAATCACCCCATCTGTCAACCTTGCATTGAAAAATGCCAATAGCTGCAAC 
AGTGAACTCAAAGACGGACCCTGGTTCCTCGACCAGCCCGGAATGCCGGATGTCTACGGC 
CCCGGCGCGTCACAAAACGATCCGATCCCTGCGCATGCTCCGCGCCAGCAGGTTCTCCCC 
GAGGAGTACCAGCGCGCAAGTGATGACGAACTGCATCGTAGGATCCGGGAAGCGAAAGAC 
ACCCTGGGTGACAAAGTGGTTATCCTAGGACACTTCTACCAGCGCGATGAAGTTATCCAA 
CACGCAGATTTTGTTGGTGACTCTTTCCAACTTGCCCGCGCTGCCAAAACCCGACCCGAG 
GCGGAAGCGATTGTGTTCTGCGGTGTGCACTTCATGGCTGAAACCGCTGATCTGTTATCC 
ACGGATGAACAATCAGTGATCCTCCCCAACCTTGCCGCAGGTTGCTCCATGGCAGACATG 
GCTGACCTTGATTCCGTCGAAGACTGCTGGGAGCAACTCACCTCAATTTATGGCGATGAC 
ACCCTGATCCCTGTGACCTACATGAATTCCTCTGCAGCGCTCAAAGGTTTCGTGGGTGAG 
CACGGCGGAATTGTATGCACCTCCTCAAATGCACGTTCCGTATTGGAGTGGGCGTTTGAA 
CGCGGCCAACGAGTCCTGTTCTTCCCCGATCAGCACTTGGGTCGAAACACCGCGAAAGCC 
ATGGGCATTGGGATCGATCAAATGCCCCTGTGGAATCCCAACAAACCACTGGGTGGCAAC 
ACCGTTTCCGAGCTAGAAAACGCAAAGGTACTGCTCTGGCATGGTTTCTGCTCTGTACAC 
AAGCGCTTTACTGTCGAGCAGATCAACAAAGCCCGCGCCGAGTACCCCGACGTTCACGTC 
ATCGTGCACCCTGAATCCCCCATGCCAGTTGTTGACGCCGCCGACTCATCCGGATCCACT 
GACTTCATTGTGAAAGCCATTCAAGCAGCACCGGCAGGATCTACCTTTGCGATCGGCACC 
GAAATCAACTTGGTTCAGCGCCTGGCAGCCCAGTACCCGCAGCACACCATCTTCTGCCTC 
GACCCTGTCATCTGCCCATGCTCCACCATGTATCGCATTCACCCTGGTTACCTGGCCTGG 
GCACTTGAGGAGTTGGTGGCTGGAAACGTGATTAACCAGATTTCTGTCTCTGAATCCGTG 
GCGGCACCGGCGCGAGTCGCTTTGGAAAGGATGCTATCTGTTGTTCCAGCAGCTCCTGTT 
ACTCCTAGCTCCTCGAAGGATGCG 

>RXA02 Ill-downstream 
TAAT T T AT G ACT ACCC AT AT T G A 



>RXA02 112 -upstream 

TGAATCCGTGGCGGCACCGGCGCGAGTCGCTTTGGAAAGGATGCTATCTGTTGTTCCAGC 
AGCTCCTGTTACTCCTAGCTCCTCGAAGGATGCGTAATTT 

>RXA02112 

ATGACTACCCATATTGACCGCATCGTTGGCGCAGCGTTATCCGAGGATGCGCCATGGGGC 
GACATTACCTCCGACACTTTTATCCCAGGATCGGCGCAGCTGAGCGCCAAGGTTGTTGCC 
CGGGAGCCAGGTGTGTTCAGCGGGCAGGCGCTTTTAGACGCCTCCTTCCGGCTCGTCGAT 
CCTAGGATAAACGCATCCCTTAAGGTGGCTGATGGTGACAGCTTTGAAACCGGGGACATC 
CTAGGAACAATTACCGGCAGTGCTAGAAGCATCCTCCGTTCAGAGCGCATTGCTCTCAAC 
TTCATTCAGAGGACGTCCGGCATCGCTACATTGACATCGTGCTATGTTGCAGAGGTTAAA 
GGCACCAAAGCCCGCATTGTTGATACCCGGAAAACCACACCCGGCCTGCGCATCATTGAA 
CGCCAAGCTGTCCGTGACGGTGGCGGATTTAATCACCGAGCCACCTTGTCCGATGCTGTC 
ATGGTGAAAGATAACCATCTCGCAGCCATCGCATCCCAGGGGCTCAGCATCACTGAAGCG 
CTGTCGAATATGAAAGCTAAACTCCCCCACACCACCCATGTGGAAGTCGAAGTTGATCAT 
ATAGAGCAGATCGAACCAGTTCTTGCTGCTGGTGTGGACACCATCATGTTGGATAATTTC 
ACCATTGATCAGCTCATCGAAGGCGTTGATCTCATTGGTGGACGTGCACTGGTGGAAGCA 
TCTGGCGGAGTCAACCTCAACACCGCGGGAAAGATTGCATCAACCGGTGTCGACGTCATT 
TCCGTTGGAGCGCTTACCCATTCTGTGCATGCACTTGACCTAGGACTCGATATTTTC 

>RXA02112-downstream 
TAATGCTCTACCTTGATAATGCA 

>RXA02 134 -upstream 

TGATGAACGACATGTCGACATTTTCTTCCGCCGGCGTCGATGGACCCCTAAACGCCTCTT 
CCGAAGCGCCCGAGCAAAACACGGAGTAACTTTCTAAGCG 

>RXA02134 

ATGTCCGGCAAAGCAGGCTTTACCCCCGAAGATCCCGAAGACTCAGACAACCGCCACGGG 
AACCCCCTTTTCGAAGGTATCTTTACCGCACTTAATTGGATGACCGTTCTCCCCGTCCCC 
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GGCGCATCAGTTTTTGATCGCACCACGGGCGCCCGGGTAATGGCCTCTTTGCCCTTTGTT 
GGCTTCGTTTTCGGAATGTTCACCGCGATCATCATGTGGGCTATCGGCCCCATTTCAGGG 
GTGATCCACGTCGATGGACTTTTAGTTGCCGTTCTGATCGTCGCGTTCTGGGAACTTCTT 
AATCGGTTTATGCACCTCGACGGCCTCGCAGATGTCTCCGATGCTTTGGGTTCCTACGCA 
GCCCCACCACGCGCACGAGAAATCCTTGCCGATCCCCGCACCGGACTTTTCGGCCTCGCC 
ACCGCCATGCTTTCCGTTCTCCTGCAGGTCGCTGCAGTCGCATCGCTTGTCGATTCAACC 
GTGTGGTGGATGATCTGCTTCATCCCCGTTCTCGGCCGCATCGCTGGACAAGTAACCGCA 
CTGAAAAACCACAACGCCTTCTCCCCCACCGGCTTTGGCGCACTAGTCATCGGAACGGTG 
A7VATTTTGGTGGATCGCGCTGTGGCTCTTGGTTACTGCTGCGTTGGCTTTTTGGTGCGCA 
GAATTAATTTCTCCACTTTCACCGCTGACCAGTGTTAACACTCCCTTTGTCGCTGGACCT 
TTCCCCGCTGCAATCAACCCCGCCTGGCTTGGAGGCTGGGTTGCGATAACCGCAGTCGTG 
GCATGTGTTTTCGCAGCACTTTTCAGCCGCCGCTTATCACGAAGTTTCGGTGGACTCAAC 
GGAGACTGCATCGGCGCATGCATTCATCTCGGGGCGTCGATTTCTGCAGTGATGTTTGCT 
GTTGTCGCCAATGCAATGGTG 

>RXA0 2 134 -downstream 
TAAAGCGGTGGCGTCTTTTGGGA 



>RXA02135-upstream 

CGTGTCGCAGCGATTTGCGAGAGGGTTGTCTTCGTGGTTGCTGGTCTGCCACTAGAGTTG 
AAAACGTTTTAAGAAAACAGTCGGTTTGAAGGAGTTGTTA 

>RXA0 2135 

ATGGTTCCAGCAGAGCTTTTTGCGCGTGTGGAATTTCCGGATCATAAAATCCTGGCTCAG 
ACGAAGGATTTCCATGACTCCCTCACCAAGCCACCCGGATCTTTGGGCAAGTTGGAGCAG 
ATCGGCTGTTTCATTTCCGCATGCCAGGGCCAGATTCCGCCACGTCCACTCAACAACTCA 
AAGATCGTTGTTTTCGCTGGCGATCACGGCGTTGCAACTAAAGGCGTGTCCGCGTACCCA 
TCCTCAGTAAGCTTGCAGATGGCTGAAAACATTACAAACGGTGGCGCCGCCATCAACGTG 
ATTGCACGCACCACCGGCACGTCCGTCCGACTTATTGATACCTCCCTCGACCACGAAGCA 
TGGGGCGACGAGCGCGTATCTAGGTCCTGCGGATCCATCGATGTTGAAGACGCCATGACC 
CAAGAACAGGTCGAACGCGCACTGAAGATCGGTAAGCGCATTGCGGATCAAGAAGTGGAC 
GCAGGCGCCGACATTTTAATCCCCGGCGATTTAGGAATTGGCAACACCACCACCGCCGCT 
GCCCTCGTTGGAACGTTCACCCTCGCAGAGCCTGTTGTTGTCGTAGGCCGCGGCACCGGA 
ATCGACGATGAAGCCTGGAAACTCAAAGTCTCCGCGATCCGCGACGCCATGTTCCGCGCC 
CGCGACCTGCGCCAAGACCCCATCGCCATCGCCCGGAAAATCTCTTCCCCAGACCTTGCA 
GCCATGGCAGCATTCATTGCCCAAGCAGCAGTTCGACGCACCCCCGTGCTTCTCGACGGC 
GTTGTAGTCACCGCCGCAGCCCTCCTAGCCAACAAACTGGCCCCAGGTGCCAGGCGTTGG 
TTCATCGCAGGACACCGCTCCACCGAACCAGCGCATTCCGTAGCTCTAAACGCACTGGCC 
CTTGATCCCATCCTGGAACTTGGAATGTCCCTTGGCGAAGGCTCCGGCGCAGCCACCGCA 
CTCCCCCTGGTCAAGATTGCCGTTGACCTGATGAACGACATGTCGACATTTTCTTCCGCC 
GGCGTCGATGGACCCCTAAACGCCTCTTCCGAAGCGCCCGAGCAAAACACGGAG 

> RXAO 2 1 3 5 - down stream 
TAACTTTCTAAGCGATGTCCGGC 



>RXA0213 6-upstream 

TGGTTTTGGTCTGGGTTACTACGCGTATTCCCGCACCATTCAGCCTCGTAAGTGGCGTAC 
CCCTCGTGCACGCGTTGAAATTGGTGCTGAAGTCTAGCGC 

>RXA02136 

ATGCGCACGTTAGTTCTTGGCGGGGCCAGGTCTGGTAAGTCTGCTTTTGCAGAATCACTT 
GTTGGATCTGGTCCCGTTTTGTATGTCGCAACGGCAAGGCCTTCGGGAGATGATCCTGAA 
TTCGCCGAGCGCATTGCGGTTCATGCGGAGCGGCGCCCAACGTCTTGGGTGTTGGACGAG 
GAGGGGGACGTCGATAAGCTTCTTGCCTCGCCACCGGCCATGCCGGTGCTCGTTGATGAC 
CTGGGCACCTGGCTCACGCACGCCACCGATGCGTGCGACGGTTGGGAGGCGAGTTCGGCG 
CAGCTTGAGGCCAAGATGGATTTGCTTATCGACGCCATCCTCCACTTTCAGGGCGAAGAT 
CTGGTAATTGTTTCACCTGAAGTTGGTATGGGAATCGTCCCGGAATATAAATCTGGGCGC 
CTTTTTCGTGATCGCATCGGCACACTTAATCAGCGTGTCGCAGCGATTTGCGAGAGGGTT 
GTCTTCGTGGTTGCTGGTCTGCCACTAGAGTTGAAAACGTTT 
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> RX A 0 2 1 3 6 - do wn s t r e am 

T AAG AAAAC AG T C G G T T T G AAG G 

>RXA02139-upstream 

TCAGGAGGATTTTTCAATCATGTGCGGCCTTCTTGGCATATTGACTGCAAATGGGAACGC 
TGAAGCATTCGTTCCTGCACTCGAGCGGGCCTTGCCATGC 

>RXA0213 9 

ATGCGCCACCGTGGTCCTGACGATGCCGGCACTTGGCATGACGCCGATGCAGCGTTTGGA 
TTCAACCGCCTCTCCATCATTGATATTGCACACTCCCACCAACCACTGCGTTGGGGACCT 
GCGGATGAACCCGACCGCTACGCAATGACTTTCAACGGTGAGATCTACAACTACGTTGAG 
CTGCGTAAAGAGCTCTCGGATTTGGGATATGCCTTTAATACTTCTGGCGATGGCGAGCCA 
ATTGTTGTCGGTTTCCACCACTGGGGCGAGTCCGTGGTCGAGCATCTCCGCGGAATGTTC 
GGCATTGCCATTTGGGATACAAAGGAAAAGTCGCTTTTCCTTGCGCGTGATCAGTTCGGC 
ATTAAGCCACTGTTCTACGCAACCACCGAGCATGGCACCGTGTTCTCCTCAGAGAAGAAG 
ACCATCTTGGAGATGGCCGAGGAGATGAATCTAGATCTGGGCCTTGATAAGCGCACCATT 
GAGCACTACGTGGACTTGCAGTACGTGCCCGAGCCAGATACCCTTCACGCGCAGATTTCC 
CGCTTGGAGTCAGGCTGCACCGCAACAGTTCGTCCGGGCGGCAAGCTGGAACAGAAGCGT 
TACTTCAAGCCTCAGTTCCCAGTACAGAAGGTCGTAAAGGGTAAGGAGCAGGACCTCTTC 
GATCGCATTGCCCAGGTGTTGGAGGATAGCGTCGAAAAGCATATGCGTGCCGACGTGACC 
GTAGGCTCGTTCCTTTTCGGCGGCATTGACTCAACCGCAATTGCGGCGCTTGCAAAGCGC 
CACAACCCTGACCTGCTCACCTTCACCACCGGTTTCGAGCGTGAAGGCTACTCGGAGGTC 
GATGTGGCTGCGGAGTCCGCCGCTGCGATTGGCGCTGAGCACATCGTGAAGATTGTCTCG 
CCTGAGGAATACGCCAACGCGATTCCTAAGATCATGTGGTACTTGGATGATCCTGTAGCT 
GACCCATCATTGGTCCCGCTGTACTTCGTGGCAGCGGAAGCACGTAAGCACGTCAAGGTT 
GTGCTGTCTGGCGAGGGCGCAGATGAGCTGTTCGGTGGATACACCATTTACAAGGAGCCG 
CTATCGCTTGCTCCATTTGAGAAGATCCCTTCCCCACTACGTAAAGGCCTGGGAAAGCTC 
AGCAAGGTTCTGCCAGACGGCATGAAGGGCAAGTCCCTTCTTGAGCGTGGCTCCATGACC 
ATGGAAGAGCGCTACTACGGCAACGCTCGCTCCTTCAATTTCGAGCAGATGCAACGCGTT 
ATTCCATGGGCAAAGCGCGAATGGGACCACCGCGAAGTCACTGCGCCGATCTACGCACAG 
TCCCGCAACTTTGATCCAGTAGCCCGCATGCAACACCTGGATCTGTTCACCTGGATGCGC 
GGCGACATCCTGGTCAAGGCTGACAAGATCAACATGGCGAACTCCCTTGAGCTGCGAGTT 
CCATTCTTGGATAAGGAAGTTTTCAAGGTTGCAGAGACCATTCCTTACGACCTGAAGATT 
GCCAACGGTACCACCAAGTACGCGCTGCGCAGGGCACTCGAGCAGATTGTTCCGCCTCAC 
GTTTTGCACCGCAAGAAGCTGGGCTTCCCTGTTCCCATGCGCCACTGGCTTGCCGGCGAT 
GAGCTGTTCGGTTGGGCGCAGGACACCATCAAGGAATCCGGTACTGAAGATATCTTCAAC 
AAGCAGGCTGTGCTGGATATGCTGAACGAGCACCGCGATGGCGTGTCAGATCATTCCCGT 
CGACTGTGGACTGTTCTGTCATTTATGGTGTGGCACGGCATTTTTGTGGAAAACCGCATT 
GAT C C AC AG AT T GAG G AC C G C T C C T AC C C AG T C GAG C T T 

>RXA02139-downstream 
TAAGTCTTAAAGCCTAAACCCCC 

>RXA02153-upstream 

CCCACTTGCAGTTTTAGCTGTAGGTGGGTTTTTGCATGTCTAACCCGTCTTTTATGCACA 
CCCCCGCAATGAATCAAAAATTTATGCATGAATAATTTGC 

>RXA02153 

ATGATCATGCATAACGTGTATGGTGTAACTATGACAATCAAGGTTGCAATCGCAGGAGCC 
AGTGGATATGCCGGCGGAGAAATCCTTCGTCTCCTTTTAGGCCATCCAGCTTATGCATCT 
GGTGAACTAGAAATCGGAGCACTCACCGCGGCATCAACCGCAGGCAGCACGCTCGGTGAA 
TTGATGCCACACATTCCGCAGTTGGCGGATCGTGTTATTCAAGACACCACAGCTGAAACT 
CTAGCCGGTCATGATGTCGTATTTCTAGGACTTCCACACGGATTCTCTGCAGAAATTGCA 
CTTCAGCTCGGACCAGATGTCACAGTGATTGACTGTGCAGCTGACTTTCGTCTGCAAAAT 
GCTGCAGATTGGGAGAAGTTCTACGGCTCAGAGCACCAGGGAACATGGCCTTATGGCATT 
CCAGAAATGCCAGGACACCGCGAGGCTCTTCGTGGTGCTAAGCGTGTAGCAGTGCCAGGA 
TGTTTCCCAACCGGTGCAACCTTGGCTCTTCTTCCTGCGGTTCAAGCGGGACTTATCGAG 
CCAGATGTTTCCGTAGTGTCCAT CACCGGCGTATCAGGTGCAGGTAAGAAAGCATCTGTT 
GCACTACTTGGCTCGGAAACCATGGGTTCACTCAAGGCGTACAACACCTCCGGAAAGCAC 
CGCCACACCCCGGAAATTGCCCAGAACCTCGGCGAAGTCAGCGACAAGCCAGTCAAGGTG 
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AGCTTCACCCCAGTGCTTGCACCGTTACCTCGCGAATTCTCACCACTGCAACCGCACCTT 

>RXA02153-downstream 
TGAAAGAAGGCGTTACCGCAGAA 



>RXA02154 -upstream 

CCCAGAACCTCGGCGAAGTCAGCGACAAGCCAGTCAAGGTGAGCTTCACCCCAGTGCTTG 
CACCGTTACCTCGCGAATTCTCACCACTGCAACCGCACCT 

>RXA02154 

TTGAAAGAAGGCGTTACCGCAGAACAGGCTCGCGCAGTATATGAAGAGTTCTATGCACAG 
GAAACCTTCGTGCATGTTCTTCCAGAAGGTGCACAGCCACAAACCCAAGCAGTTCTTGGC 
TCCAACATGTGCCACGTGCAGGTAGAAATTGATGAGGAAGCAGGCAAAGTCCTTGTTACC 
TCCGCAATCGATAACCTCACCAAGGGAACTGCCGGCGCCGCTGTTCAGTGCATGAACTTA 
AGCGTTGGTTTTGATGAGGCAGCAGGCCTGCCACAGGTCGGCGTCGCACCT 

>RXA02 154 -downstream 
TAAAGTAGCGCCTTAAAGCGGCG 



>RXA0215 5-upstream 

TCGGCGTCGCACCTTAAAGTAGCGCCTTAAAGCGGCGCTTCAAACCAAGCGCCCTAACCA 
GCAAACACAACAAACACATCTAATTCAGTAGGAGTTCCAC 

>RXA0215 5 

ATGGCAGAAAAAGGCATTACCGCGCCGAAAGGCTTCGTTGCTTCTGCAACGACCGCGGGT 
ATTAAAGCTTCTGGCAATCCTGACATGGCGTTGGTGGTTAACCAGGGTCCAGAGTTTTCC 
GCAGCGGCCGTGTTTACACGTAACCGAGTTTTCGCAGCGCCTGTGAAGGTGAGCCGAGAG 
AACGTTGCTGATGGCCAGATCAGGGCTGTTTTGTACAACGCTGGTAATGCTAATGCGTGT 
AATGGTCTGCAGGGTGAGAAGGATGCTCGTGAGTCTGTTTCTCATCTAGCTCAAAATTTG 
GGCTTGGAGGATTCCGATATTGGTGTGTGTTCCACTGGTCTTATTGGTGAGTTGCTTCCG 
ATGGATAAGCTCAATGCAGGTATTGATCAGCTGACCGCTGAGGGCGCTTTGGGTGACAAT 
GGTGCAGCTGCTGCCAAGGCGATCATGACCACTGACACGGTGGATAAGGAAACCGTCGTG 
TTTGCTGATGGTTGGACTGTCGGCGGAATGGGCAAGGGCGTGGGCATGATGGCGCCGTCT 
CTTGCCACCATGCTGGTCTGCTTGACCACTGATGCATCCGTTACTCAGGAAATGGCTCAG 
ATCGCGCTGGCTAATGCTACGGCCGTTACGTTTGACACCCTGGATATTGATGGATCAACC 
TCCACCAATGACACCGTGTTCCTGCTGGCATCTGGCGCTAGCGGAATCACCCCAACTCAG 
GATGAACTCAACGATGCGGTGTACGCAGCTTGTTCTGATATCGCAGCGAAGCTTCAGGCT 
GATGCAGAGGGTGTGACCAAGCGCGTTGCTGTGACAGTGGTGGGAACCACCAACAACGAG 
CAGGCGAT TAATGCGGCTCGCACTGTTGCTCGTGACAATTTGTTCAAGTGCGCAATGTTT 
GGATCTGATCCAAACTGGGGTCGCGTGTTGGCTGCAGTCGGCATGGCTGATGCTGATATG 
GAACCAGAGAAGATTTCTGTGTTCTTCAATGGTCAAGCAGTATGCCTTGATTCCACTGGC 
GCTCCTGGTGCTCGTGAGGTGGATCTTTCCGGCGCTGACATTGATGTCCGAATTGATTTG 
GGCACCAGTGGGGAAGGCCAGGCAACAGTTCGAACCACTGACCTGAGCTTCTCCTACGTG 
GAGATCAACTCCGCGTACAGCTCT 

>RXA02155-downstream 

T AAAAAG AAAC AG C AC T C C AAC T 



>RXA0215 6-upstream 

AACCACTGACCTGAGCTTCTCCTACGTGGAGATCAACTCCGCGTACAGCTCTTAAAAAGA 
AAC AG C AC T C C AAC T AAC AAG C AG G G AAAAG G G C AC AG G C 

>RXA0215 6 

ATGAATGACTTGATCAAAGATTTAGGCTCTGAGGTGCGCGCAAATGTCCTCGCTGAGGCG 
TTGCCATGGTTGCAGCACTTCCGCGACAAGATTGTTGTCGTGAAATATGGCGGAAACGCC 
ATGGTGGATGATGATCTCAAGGCTGCTTTTGCTGCCGACATGGTCTTCTTGCGCACCGTG 
GGCGCAAAACCAGTGGTGGTGCACGGTGGTGGACCTCAGATTTCTGAGATGCTAAACCGT 
GTGGGTCTCCAGGGCGAGTTCAAGGGTGGTTTCCGTGTGACCACTCCTGAGGTCATGGAC 
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ATTGTGCGCATGGTGCTCTTTGGTCAGGTCGGTCGCGATTTAGTTGGTTTGATCAACTCT 
CATGGCCCTTACGCTGTGGGAACCTCCGGTGAGGATGCCGGCCTGTTTACCGCGCAGAAG 
CGCATGGTCAACATCGATGGCGTACCCACTGATATTGGTTTGGTCGGAGACATCATTAAT 
GTCGATGCCTCTTCCTTGATGGATATCATCGAGGCCGGTCGCATTCCTGTGGTCTCTACG 
ATTGCTCCAGGCGAAGACGGCCAGATTTACAACATTAACGCCGATACCGCAGCAGGTGCT 
TTGGCTGCAGCGATTGGTGCAGAACGCCTGCTGGTTCTCACCAATGTGGAAGGTCTGTAC 
ACCGATTGGCCTGATAAGAGCTCACTGGTGTCCAAGATCAAGGCCACCGAGCTGGAGGCC 
ATTCTTCCGGGACTTGATTCCGGCATGATTCCAAAGATGGAGTCTTGCTTGAACGCGGTG 
CGTGGGGGAGTAAGCGCTGCTCATGTCATTGACGGCCGCATCGCGCACTCGGTGTTGCTG 
GAGCTTTTGACCATGGGTGGAATTGGCACGATGGTGCTGCCGGATGTTTTTGATCGGGAG 
AATTATCCTGAAGGCACCGTTTTTAGAAAAGACGACAAGGATGGGGAACTG 

>RXA0215 6-downstream 
TAAATGAGCACGCTGGAAACTTG 



>RXA02157-upstream 

GGGTGGAATTGGCACGATGGTGCTGCCGGATGTTTTTGATCGGGAGAATTATCCTGAAGG 
C AC C G T T T T T AG AAAAG AC G AC AAG G A T G G G G AA C T G T AA 

>RXA02157 

ATGAGCACGCTGGAAACTTGGCCACAGGTCATTATTAATACGTACGGCACCCCACCAGTT 
GAGCTGGTGTCCGGCAAGGGCGCAACCGTCACTGATGACCAGGGCAATGTCTACATCGAC 
TTGCTCGCGGGCATCGCAGTCAACGCGTTGGGCCACGCCCACCCGGCGATCATCGAGGCG 
GTCACCAACCAGATCGGCCAACTTGGTCACGTCTCAAACTTGTTCGCATCCAGGCCCGTC 
GTCGAGGTCGCCGAGGAGCTCATCAAGCGTTTTTCGCTTGACGACGCCACCCTCGCCGCG 
CAAACCCGGGTTTTCTTCTGCAACTCGGGCGCCGAAGCAAACGAGGCTGCTTTCAAGATT 
GCACGCTTGACTGGTCGTTCCCGGATTCTGGCTGCAGTTCATGGTTTCCACGGCCGCACC 
ATGGGTTCCCTCGCGCTGACTGGCCAGCCAGACAAGCGTGAAGCGTTCCTGCCAATGCCA 
AGCGGTGTGGAGTTCTACCCTTACGGCGACACCGATTACTTGCGCAAAATGGTAGAAACC 
AACCCAACGGATGTGGCTGCTATCTTCCTCGAGCCAATCCAGGGTGAAACGGGCGTTGTT 
CCAGCACCTGAAGGATTCCTCAAGGCAGTGCGCGAGCTGTGCGATGAGTACGGCATCTTG 
ATGATCACCGATGAAGTCCAGACTGGCGTTGGCCGTACCGGCGATTTCTTTGCACATCAG 
CACGATGGCGTTGTTCCCGATGTGGTGACCATGGCCAAGGGACTTGGCGGCGGTCTTCCC 
ATCGGTGCTTGTTTGGCCACTGGCCGTGCAGCTGAATTGATGACCCCAGGCAAGCACGGC 
ACCACTTTCGGTGGCAACCCAGTTGCTTGTGCAGCTGCCAAGGCAGTGCTGTCTGTTGTC 
GATGACGCTTTCTGCGCAGAAGTTGCCCGCAAGGGCGAGCTGTTCAAGGAACTTCTTGCC 
AAGGTTGACGGCGTTGTAGACGTCCGTGGCAGGGGCTTGATGTTGGGCGTGGTGCTGGAG 
CGCGACGTCGCAAAGCAAGCTGTTCTTGATGGTTTTAAGCACGGCGTTATTTTGAATGCA 
CCGGCGGACAACATTATCCGTTTGACCCCGCCGCTGGTGATCACCGACGAAGAAATCGCA 
G AC G C AG T C AAG GCTATTGCC G AG AC AA T C G C A 

>RXA02157-downstream 

T AAAG G AC T C AAAC T T AT G AC T T 



>RXA0215 8-upstream 

AACATTATCCGTTTGACCCCGCCGCTGGTGATCACCGACGAAGAAATCGCAGACGCAGTC 
AAG G C TAT T G C C G AG AC AAT C G CAT AAAG G AC T C AAAC T T 

>RXA0215 8 

ATGACTTCACAACCACAGGTTCGCCATTTTCTGGCTGATGATGATCTCACCCCTGCAGAG 
CAGGCAGAGGTTTTGACCCTAGCCGCAAAGCTCAAGGCAGCGCCGTTTTCGGAGCGTCCA 
CTCGAGGGACCAAAGTCCGTTGCAGTTCTTTTTGATAAGACTTCAACTCGTACTCGCTTC 
TCCTTCGACGCGGGCATCGCTCATTTGGGTGGACACGCCATCGTCGTGGATTCCGGTAGC 
TCACAGATGGGTAAGGGCGAGTCCCTGCAGGACACCGCAGCTGTATTGTCCCGCTACGTG 
GAAGCAATTGTGTGGCGCACCTACGCACACAGCAATTTCCACGCCATGGCGGAGACGTCC 
ACTGTGCCGCTGGTGAACTCCTTGTCCGATGATCTGCACCCATGCCAGATTCTGGCTGAT 
CTGCAGACTATCGTGGAAAACCTCAGCCCTGAAGAAGGCCCAGCAGGCCTTAAGGGTAAG 
AAGGCTGTGTACCTGGGCGATGGCGACAACAACATGGCCAACTCCTACATGATTGGCTTT 
GCCACCGCGGGCATGGATATTTCCATCATCGCTCCTGAAGGGTTCCAGCCTCGTGCGGAA 
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TTCGTGGAGCGCGCGGAAAAGCGTGGCCAGGAAACCGGCGCGAAGGTTGTTGTCACCGAC 
AGCCTCGACGAGGTTGCCGGCGCCGATGTTGTCATCACCGATACCTGGGTATCCATGGGT 
ATGGAAAACGACGGCATCGATCGCACCACACCTTTCGTTCCTTACCAGGTCAACGATGAG 
GTCATGGCGAAAGCTAACGACGGCGCCATCTTCCTGCACTGCCTTCCTGCCTACCGTGGC 
AAAG AAGT GGC AGC C TCCGTGAT T G AT GG AC CAGCGTCCAAAGTTTTCG AT GAAGC AG AA 
AACCGCCTCCACGCTCAGAAAGCACTGCTGGTGTGGCTGCTGGCCAACCAGCCGAGG 

>RXA02158-downstream 
TAAGACATGTCCCTTGGCTCAAC 



>RXA0215 9-upstream 

TGATGGACCAGCGTCCAAAGTTTTCGATGAAGCAGAAAACCGCCTCCACGCTCAGAAAGC 
ACTGCTGGTGTGGCTGCTGGCCAACCAGCCGAGGTAAGAC 

>RXA02159 

ATGTCCCTTGGCTCAACCCCGTCAACACCGGAAAACTTAAATCCCGTGACTCGCACTGCA 
CGCCAAGCTCTCATTTTGCAGATTTTGGACAAACAAAAAGTCACCAGCCAGGTACAACTG 
TCTGAATTGCTGCTGGATGAAGGCATCGATATCACCCAGGCCACCTTGTCCCGAGATCTC 
GATGAACTCGGTGCACGCAAGGTTCGCCCCGATGGGGGACGCGCCTACTACGCGGTCGGC 
CCAGTAGATAGCATCGCCCGCGAAGATCTCCGGGGTCCGTCGGAGAAGCTGCGCCGCATG 
CTTGATGAACTGCTGGTTTCTACAGATCATTCCGGCAACATCGCGATGCTGCGCACCCCG 
CCGGGAGCTGCCCAGTACCTGGCAAGTTTCATCGATAGGGTGGGGCTGAAAGAAGTCGTT 
GGCACCATCGCTGGTGATGACACCGTTTTCGTTCTCGCCCGTGATCCGCTCACAGGTAAA 
G AAC TAG G T G AAT T AC T C AG C G G G C G C AC C AC T 

>RXA0215 9-downstream 
TAAAGCGCCCCTAGTTCAAGGCT 



>RXA02160-upstream 

TTTTCGAGGAATACCAACCCTTTCAACACAATAATTTTCTTTAAACATCCTTGCTGTCCA 
CCACGGCTGGCAAGGAACTTAAAATGAAGGAGCACACCTC 

>RXA02160 

ATGACTAACCGCATCGTTCTTGCATACTCCGGCGGTCTGGACACCACTGTGGCAATTCCA 
TACCTGAAGAAGATGATTGATGGTGAAGTCATCGCAGTTTCCCTCGACCTGGGCCAGGGT 
GGAGAGAACATGGACAACGTTCGCCAGCGTGCATTGGATGCCGGTGCAGCTGAGTCCATC 
GTTGTTGATGCAAAGGATGAGTTCGCTGAGGAGTACTGCCTGCCAACCATCAAGGCAAAC 
GGCATGTACATGAAGCAGTACCCACTGGTTTCTGCAATCTCCCGCCCACTGATCGTCAAG 
CACCTCGTTGAGGCTGGCAAGCAGTTCAACGGTACCCACGTTGCACACGGCTGCACTGGT 
AAGGGCAACGACCAGGTTCGTTTCGAGGTCGGCTTCATGGACACCGATCCAAACCTGGAG 
ATCATTGCACCTGCTCGTGACTTCGCATGGACCCGCGACAAGGCTATCGCCTTCGCCGAG 
GAGAACAACGTTCCAATCGAGCAGTCCGTGAAGTCCCCATTCTCCATCGACCAGAACGTC 
TGGGGCCGCGCTATTGAGACCGGTTACCTGGAAGATCTGTGGAATGCTCCAACCAAGGAC 
ATCTACGCATACACCGAGGATCCAGCTCTGGGTAACGCTCCAGATGAGGTCATCATCTCC 
TTCGAGGGTGGCAAGCCAGTCTCCATCGATGGCCGTCCAGTCTCCGTACTGCAGGCTATT 
GAAGAGCTGAACCGTCGTGCAGGCGCACAGGGCGTTGGCCGCCTTGACATGGTTGAGGAC 
CGTCTCGTGGGCATCAAGTCCCGCGAAATCTACGAAGCACCAGGCGCAATCGCACTGATT 
AAGGCTCACGAGGCTTTGGAAGATGTCACCATCGAGCGCGAACTGGCTCGCTACAAGCGC 
GGCGTTGACGCACGTTGGGCTGAGGAAGTATACGACGGCCTGTGGTTCGGACCTCTGAAG 
CGCTCCCTGGACGCGTTCATTGATTCCACCCAGGAGCACGTCACCGGCGATATCCGCATG 
GTTCTGCACGCAGGTTCCATCACCATCAATGGTCGTCGTTCCAGCCACTCCCTGTACGAC 
TTCAACCTGGCTACCTACGACACCGGCGACACCTTCGACCAGACCCTGGCTAAGGGCTTT 
GTCCAGCTGCACGGTCTGTCCTCCAAGATCGCTAACAAGCGCGATCGCGAAGCTGGCAAC 
AAC 

>RXA02 160 -downstream 
TAAGCCACCTTTTCAAGCATCCA 
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>RXA0 2 161 -upstream 

GATCGCTAACAAGCGCGATCGCGAAGCTGGCAACAACTAAGCCACCTTTTCAAGCATCCA 
G AC TAGAAC T T CAAG T AT T T AG AAAG T AG AAG AAC AC C AC 

>RXA02161 

ATGGAACAGCACGGAACCAATGAAGGTGCGCTGTGGGGCGGCCGCTTCTCCGGTGGACCC 
TCCGAGGCCATGTTCGCCTTGAGTGTCTCCACTCATTTCGACTGGGTTTTGGCCCCTTAT 
GATGTGTTGGCCTCCAAGGCACACGCCAAGGTTTTGCACCAAGCAGATCTACTTTCTGAT 
GAAGATCTAGCCACCATGCTGGCTGGGCTTGATCAGCTGGGCAAGGATGTCGCCGACGGA 
ACCTTCGGTCCGCTGCCTTCTGATGAGGATGTGCACGGCGCGATGGAACGCGGTGTGATT 
GACCGCGTTGGTCCTGAGGTGGGCGGCCGTCTGCGCGCTGGTCGTTCCCGCAACGACCAG 
GTGGCAACCCTGTTCCGCATGTGGGTCCGCGACGCAGTGCGCGACATCGCGCTGGGAACA 
ACCGAGCTTGTCGACGCCCTCAGCGCCCAAGCTAAGGCACATGCAGGCGCGATCATGCCA 
GGCAAGACCCACTTCCAGGCAGCTCAGCCGGTCCTTCTGGCACACCAGCTGCTGGCACAC 
GCACAGCCTTTGCTGCGCGATATTGATCGTATCCGTGACCTGGACAAGCGTCTTGCGGTG 
TCTCCTTACGGTTCCGGCGCACTTGCTGGTTCCTCTTTGAAGCTCAACCCTGAAGCAATC 
GCTGAAGAACTCGGCTTTGATTCCGCAGCAGATAACTCCATTGATGCCACCAGCTCCCGC 
GATTTCGCATCTGAAACCGCCTTCGTGCTGGCGCAGCTTGCAnGTGGATATGTCCCGCTT 
GGC 

>RXA02161-downstream 

T G AAG AAAT C AT C G C AT G G T G C A 



>RXA02162-upstream 

CTCGGCTTTGATTCCGCAGCAGATAACTCCATTGATGCCACCAGCTCCCGCGATTTCGCA 
TCTGAAACCGCCTTCGTGCTGGCGCAGCTTGCAnGTGGAT 

>RXA02162 

ATGTCCCGCTTGGCTGAAGAAATCATCGCATGGTGCACCCCAGAATTTGGTTACATCACC 
TTGTCTGATTCCTGGTCCACAGGCAGCTCAATCATGCCGCAGAAGAAGAACCCTGACGTG 
GCAGAGCTGACCCGTGGCAAGTCTGGTCGCTTGATCGGTAACCTCACCGGTCTGCTGGCT 
ACCCTGAAGGCACAGCCTTTAGCGTACAACCGCGACCTGCAGGAAGATAAGGAACCAATC 
GTAGATTCCGTGGCGCAGCTCAACCTGCTGCTCCCTGCAATGACTGGTTTGGTTTCCACC 
TTGACCTTCAACACCGAGCGCATGCGTGAACTTGCACCAGCAGGTTTCACCCTTGCCACC 
GACTTGGCTGAGTGGATGGTGCGCCAGGGCGTTCCATTCCGTGAGGCACACGAAGCATCC 
GGCGCTTGCGTGCGGATCGCGGAGTCCAGGGGAGTGGACCTTATCGATCTCACTGATGAA 
GAACTCAGTGGCGTTGATGCACGTCTGACCCCAGAGGTACGGGAAGTGCTCACCATTGAT 
GGTGCAGTGGCTTCCCGTGCAACGCGCGGTGGAACCGCGGGCGTGCGGGTTGCGGAGCAA 
CGCGCACGTGTCGATGCCGCAAGTACCGCTCACGCGGAGTGGGCACGTGCGGGGGTACGT 
CGA 

>RXA02 162 -downstream 
TAAGCATTAGTTTATGGCCTGTG 

>RXA0217 6-upstream 

GGGTGCTAGGAACTGACAGCTTCAGGGTTATAGTTGTTGGGTCAGATCGTTAACGATCCC 
TGGCCCTTTTACTTCCAAGCGCAGAAAGTTGCCCGAAGAC 

>RXA0217 6 

ATGACCGACTTCCCCACCCTGCCCTCTGAGTTCATCCCTGGCGACGGCCGTTTCGGCTGC 
GGACCTTCCAAGGTTCGACCAGAACAGATTCAGGCTATTGTCGACGGATCCGCATCCGTC 
ATCGGTACCTCACACCGTCAGCCGGCAGTAAAAAACGTCGTGGGTTCAATCCGCGAGGGA 
CTCTCCGACCTCTTCTCCCTTCCAGAAGGCTACGAGATCATCCTTTCCCTAGGTGGTGCG 
ACCGCATTCTGGGATGCAGCAACCTTCGGACTCATTGAAAAGAAGTCCGGTCACCTTTCT 
TTCGGTGAGTTCTCCTCCAAGTTCGCAAAGGCTTCTAAGCTTGCTCCTTGGCTCGACGAG 
CCAGAGATCGTCACCGCAGAAACCGGTGACTCTCCGGCCCCACAGGCATTCGAAGGCGCC 
GATGTTATTGCATGGGCACACAACGAAACCTCCACTGGCGCCATGGTTCCAGTTCTTCGC 
CCCGAAGGCTCTGAAGGCTCCCTGGTTGCCATTGACGCAACCTCCGGCGCTGGTGGACTG 
CCAGTAGACATCAAGAACTCCGATGTTTACTACTTCTCCCCACAGAAGTGCTTCGCATCC 
GACGGTGGCCTGTGGCTTGCAGCGATGAGCCCAGCAGCTCTCGAGCGCATCGAGAAGATC 
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AACGCTTCCGATCGCTTCATCCCTGAGTTCCTCAACCTGCAGACCGCAGTGGATAACTCC 
C T G AAG AAC C AG AC C T AC AAC AC C C C AG CTGTTGCT AC C T T G C T G A T G C T GG AC AAC C AG 
GTCAAGTGGATGAACTCCAACGGCGGCCTGGATGGAATGGTTGCTCGCACCACAGCAAGC 
TCCTCCGCCCTGTACAACTGGGCTGAGGCTCGCGAGGAGGCATCCCCATACGTGGCAGAT 
GCAGCTAAGCGCTCCCTCGTTGTCGGCACCATCGACTTCGATGACTCCATCGACGCAGCA 
GTGATCGCTAAGATACTGCGCGCAAACGGCATCCTGGACACCGAGCCTTACCGCAAGCTG 
GGACGCAACCAGCTGCGCATCGGTATGTTCCCAGCGATCGATTCCACCGATGTGGAAAAG 
CTCACCGGAGCAATCGACTTCATCCTCGATGGCGGTTTTGCAAGGAAG 

>RXA0217 6-downstream 
TAATACCCCCACTTTGAAAAACA 

>RXA0218 9-upstream 

AATGGCAAAAATGGGCACATACGATACTGATGGGACCAATGGGAAAACCTCAAGCCACCA 
ATTGAGCCAGTTCTCTCAAGCAAACCGATACTGGTGGGAT 

>RXA0218 9 

GTGGACGCGGCCGACTATCACGAACGCCACCCTTCTTATTTAGGCACGGATTCCGCTCAC 
GGCGAGTTCTACTGGTGCCCCGAGATGCTGCATGAAAAAGATGTACGTCTTCTTGGCACT 
CCCGCAGCACTCTCCGGCAAGAAAATTTTAGAGATCGGTTGCGGCTCGGCACCGTGTGCT 
CGGTGGCTGGCCAATGATGTTCCGAATGCCTTTGTCACCGCTTTCGACATTTCTTCACAA 
ATGCTCAAATACGCAGGTCACGACCATAACGTACACCTCGTACAGGCCGATGCAATGTCA 
CTCCCCTACGCCGACAGTTCCTTTGACGTGGTCTTTTCCGTTTTCGGCGCCATCCCCTTT 
GTGGAGGATTCCGCCGCACTCATGAAGGAAATCGCGCGCGTCCTCAAACCCGGCGGACGC 
CTCATTTTCTCCATCACCCACCCGATGCGCTGGATTTTCCTCGACGATCCCGGCCCCGCA 
GGCCTCACCGCGATCACCAGCTACTTCGACCAGCGCGGCTACGTCGAAGAAGACGAGGAA 
ACCGGTGCTTTAAGCTATGCGGAACAGCACCGCACCATGGGCGCGCGGATCAATGAGCTT 
ATCGACGCCTCCCTCCACTTAGATCACCTCATCGAACCAGAATGGCCAGATGAGTTGGAA 
GAAAACTGGGGCCAATGGTCACCACTTCGAGGAAAGCTCTTCCCCGGGACAGCAATCTTC 
CTCGCCACGTACCGCCCC 

>RXA02 1 8 9-downstream 
TAAAAAACCAACGGCGCTCATTT 

>RXA02 1 93-upst ream 

CCCCCGAAAATGTAGTGGGTAGTTCCACACTGCCTCTTACAAGTACGTAGGATAATCCAC 
AGCACCATTGTGATTTCCTTCAACTTGTGAGAGGCAGTAC 

>RXA02193 

A T G T C T AAG AC GAG C AAC AAG T C T T C AG C AG AC T C AAAG AA T G AC G C AAAA G C C G AAG AC 
ATTGTGAACGGCGAGAACCAAATCGCCACGAATGAGTCGCAGTCTTCAGACAGCGCTGCA 
GTTTCGGAACGTGTCGTCGAACCAAAAACCACGGTTCAGAAAAAGTTCCGAATCGAATCG 
GATCTGCTTGGTGAACTTCAGATCCCATCCCACGCATATTACGGGGTGCACACCCTTCGT 
G C G G T G G AC AAC T T C C AAAT C T C AC G AAC C AC CAT C AAC C AC G T C C C AG AT T T CAT T C G C 
GGCATGGTCCAGGTGAAAAAGGCCGCAGCTTTAGCAAACCGCCGACTGCACACACTTCCA 
GCACAAAAAGCAGAAGCAATTGTCTGGGCTTGTGATCAGATCCTCATTGAGGAACGCTGT 
ATGGATCAGTTCCCCATCGATGTGTTCCAGGGTGGCGCAGGTACCTCACTGAACATGAAC 
ACCAACGAGGTTGTTGCCAACCTTGCACTTGAGTTCTTAGGCCATGAAAAGGGCGAGTAC 
CACATCCTGCACCCCATGGATGATGTGAACATGTCCCAGTCCACCAACGATTCCTACCCA 
ACTGGTTTCCGCCTGGGCATTTACGCTGGACTGCAGACCCTCATCGCTGAAATTGATGAG 
CTTCAGGTTGCGTTCCGCCACAAGGGCAATGAGTTTGTCGACATCATCAAGATGGGCCGC 
ACCCAGTTGCAGGATGCTGTTCCCATGAGCTTGGGCGAAGAGTTCCGAGCATTCGCGCAC 
AACCTCGCAGAAGAGCAGACCGTGCTGCGTGAAGCTGCCAACCGTCTCCTCGAGGTCAAT 
CTTGGTGCAACCGCAATCGGTACTGGTGTGAACACTCCAGCAGGCTACCGCCACCAGGTT 
GTCGCTGCTCTGTCTGAGGTCACCGGACTGGAACTAAAGTCCGCACGTGATCTCATCGAG 
GCTACCTCTGACACCGGTGCATATGTTCATGCGCACTCCGCAATCAAGCGTGCAGCCATG 
AAACTGTCCAAGATCTGTAACGATCTACGTCTGCTGTCTTCTGGTCCTCGTGCTGGCTTG 
AACGAAATCAACCTGCCACCACGCCAGGCTGGTTCCTCCATCATGCCAGCCAAGGTCAAC 
CCAGTGATCCCAGAAGTGGTCAACCAGGTCTGCTTCAAGGTCTTCGGTAACGATCTCACC 
GTCACCATGGCTGCGGAAGCTGGCCAGTTGCAGCTCAACGTCATGGAGCCAGTCATTGGC 
GAATCCCTCTTCCAGTCACTGCGCATCCTGGGCAATGCAGCCAAGACTTTGCGTGAGAAG 

P 
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TGCGTCGTAGGAATCACCGCCAACGCTGATGTTTGCCGTGCTTACGTTGATAACTCCATC 
GGGATTATCACTTACCTGAACCCATTCCTGGGCCACGACATTGGAGATCAGATCGGTAAG 
GAAGCAGCCGAAACTGGTCGACCAGTGCGTGAACTCATCCTGGAAAAGAAGCTCATGGAT 
GAAAAGACGCTCGAGGCAGTCCTGTCCAAGGAGAACCTCATGCACCCAATGTTCCGCGGA 
AGGCTCTACTTGGAGAAC 

>RXA02193-downstream 
TAAT CCAAGAT C T C G T C T GAT AC 



>RXA02 194 -upstream 

GAAATCTCCCAGCTCATTTATTGGACCCAGGTCATCATGGTTGCTCGCGGCCTGAAGCCA 
G AAG AT ATCT AC AAGAAC C T G T AGG AG T T T T AAAGC AAT C 

>RXA02194 

ATGTTGAAAATCGCTGTCCCAAACAAAGGCTCGCTGTCCGAGCGCGCCATGGAAATCCTC 
GCCGAAGCAGGCTACGCAGGCCGTGGAGATTCCAAATCCCTCAACGTTTTTGATGAAGCA 
AACAACGTTGAATTCTTCTTCCTTCGCCCTAAAGATATCGCCATCTACGTTGCTGGTGGC 
CAGCTCGATTTGGGTATCACCGGCCGCGACCTTGCTCGCGATTCCCAGGCTGATGTCCAC 
GAAGTTCTTTCCCTCGGCTTCGGTTCCTCCACTTTCCGTTACGCAGCACCAGCTGATGAA 
GAGTGGAGCATCGAAAAGCTCGACGGCAAGCGCATCGCTACCTCTTACCCCAACCTTGTT 
CGCGATGACCTCGCAGCACGTGGGCTTTCCGCTGAGGTGCTCCGCCTCGACGGTGCAGTA 
GAGGTATCCATCAAGCTTGGTGTCGCAGATGCCATCGCCGATGTTGTATCCACCGGCCGC 
ACGCTGCGTCAGCAAGGTCTTGCACCTTTCGGCGAGGTTCTGTGCACCTCTGAGGCTGTC 
ATTGTTGGCCGCAAGGATGAAAAGGTCACCCCAGAGCAGCAGATCCTGCTTCGCCGCATC 
CAGGGAATTTTGCACGCGCAGAACTTCCTCATGCTGGATTACAACGTCGACCGCGACAAC 
CTGGACGCTGCCACTGCAGTAACCCCAGGCTTATCCGGCCCAACGGTATCCCCACTGGCA 
CGCGACAACTGGGTTGCTGTACGCGCCATGGTGCCACGCAGGTCAGCTAACGCCATCATG 
GATAAGCTTGCTGGACTCGGCGCTGAAGCCATCCTGGCTTCTGAAATCCGCATCGCCCGC 
ATC 

>RXA02 194 -downstream 
TAGTTTTAACTACCCCCGAAAAT 



>RXA02 195 -upstream 

TCGAGCCGGCAGGTGTCGCAAAATAAAACCAGGTGGGGGAGTGAAATTATTCGACTAATA 
TCCTCCCCCAAACACACATTGATAACTGTTGTGTGGAAGA 

>RXA02195 

ATGTACCGAGTGAAGACATTTGACTCGCTGTACGAAGAACTTCTTAACCGTGCTCAGACC 
CGCCCTGAAGGGTCTGGAACCGTGGCCGCCTTGGATAAAGGCATCCATCATCTAGGTAAG 
AAG G T CAT C G AAG AAG C C G GAG AG G T C T G GAT T G C AG C C GAG TAT GAG AC C GAT G AAG AG 
CTAGCCGGAGAAATCTCCCAGCTCATTTATTGGACCCAGGTCATCATGGTTGCTCGCGGC 
C T G AAG C C AG AAGAT AT C T AC AAG AAC C T G 

>RXA02195-downstream 
TAGGAGTTTT AAAGC AATCATGT 

>RXA02197 

GCCGAACGCATGCGCTTTAGCTTCCCACGCCAGCAGCGCGGCAGGTTCTTGTGCATCGCG 
GATTTCATTCGCCCACGCGAGCAAGCTGTCAAGGACGGCCAAGTGGACGTCATGCCATTC 
CAGCTGGTCACCATGGGTAATCCTATTGCTGATTTCGCCAACGAGTTGTTCGCAGCCAAT 
GAATACCGCGAGTACTTGGAAGTTCACGGCATCGGCGTGCAGCTCACCGAAGCATTGGCC 
GAGTACTGGCACTCCCGAGTGCGCAGCGAACTCAAGCTGAACGACGGTGGATCTGTCGCT 
GATTTTGATCCAGAAGACAAGACCAAGTTCTTCGACCTGGATTACCGCGGCGCCCGCTTC 
TCCTTTGGTTACGGTTCTTGCCCTGATCTGGAAGACCGCGCAAAGCTGGTGGAATTGCTC 
GAGCCAGGCCGTATCGGCGTGGAGTTGTCCGAGGAACTCCAGCTGCACCCAGAGCAGTCC 
ACAGACGCGTTTGTGCTCTACCACCCAGAGGCAAAGTACTTTAACGTC 

>RXA02 197 -downstream 
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TAACAC C T T T G AG AGG G AAAAC T 
>RXA02 198 -upstream 

AGACTAGTGGCGCTTTGCCTGTGTTGCTTAGGCGGCGTTGAAAATGAACTACGAATGAAA 
AGTTCGGGAATTGTCTAATCCGTACTAAGCTGTCTACACA 

>RXA02198 

ATGTCTACTTCAGTTACTTCACCAGCCCACAACAACGCACATTCCTCCGAATTTTTGGAT 
GCGTTGGCAAACCATGTGTTGATCGGCGACGGCGCCATGGGCACCCAGCTCCAAGGCTTT 
GACCTGGACGTGGAAAAGGATTTCCTTGATCTGGAGGGGTGTAATGAGATTCTCAACGAC 
ACCCGCCCTGATGTGTTGAGGCAGATTCACCGCGCCTACTTTGAGGCGGGAGCTGACTTG 
GTTGAGACCAATACTTTTGGTTGCAACCTGCCGAACTTGGCGGATTATGACATCGCTGAT 
CGTTGCCGTGAGCTTGCCTACAAGGGCACTGCAGTGGCTAGGGAAGTGGCTGATGAGATG 
GGGCCGGGCCGAAACGGCATGCGGCGTTTCGTGGTTGGTTCCCTGGGACCTGGAACGAAG 
CTTCCATCGCTGGGCCATGCACCGTATGCAGATTTGCGTGGGCACTACAAGGAAGCAGCG 
CTTGGCATCATCGACGGTGGTGGCGATGCCTTTTTGATTGAGACTGCTCAGGACTTGCTT 
CAGGTCAAGGCTGCGGTTCACGGCGTTCAAGATGCCATGGCTGAACTTGATACATTCTTG 
CCCATTATTTGCCACGTCACCGTAGAGACCACCGGCACCATGCTCATGGGTTCTGAGATC 
GGTGCCGCGTTGACAGCGCTGCAGCCACTGGGTATCGACATGATTGGTCTGAACTGCGCC 
ACCGGCCCAGATGAGATGAGCGAGCACCTGCGTTACCTGTCCAAGCACGCCGATATTCCT 
GTGTCGGTGATGCCTAACGCAGGTCTTCCTGTCCTGGGTAAAAACGGTGCAGAATACCCA 
CTTGAGGCTGAGGATTTGGCGCAGGCGCTGGCTGGATTCGTCTCCGAATATGGCCTGTCC 
ATGGTGGGTGGTTGTTGTGGCACCACACCTGAGCACATCCGTGCGGTCCGCGATGCGGTG 
GTTGGTGTTCCAGAGCAGGAAACCTCCACACTGACCAAGATCCCTGCAGGCCCTGTTGAG 
CAGGCCTCCCGCGAGGTGGAGAAAGAGGACTCCGTCGCGTCGCTGTACACCTCGGTGCCA 
TTGTCCCAGGAAACCGGCATTTCCATGATCGGTGAGCGCACCAACTCCAACGGTTCCAAG 
GCATTCCGTGAGGCAATGCTGTCTGGCGATTGGGAAAAGTGTGTGGATATTGCCAAGCAG 
CAAACCCGCGATGGTGCACACATGCTGGATCTTTGTGTGGATTACGTGGGACGAGACGGC 
ACCGCCGATATGGCGACCTTGGCAGCACTTCTTGCTACCAGCTCCACTTTGCCAATCATG 
ATTGACTCCACCGAGCCAGAGGTTATTCGCACAGGCCTTGAGCACTTGGGTGGACGAAGC 
ATCGTTAACTCCGTCAACTTTGAAGACGGCGATGGCCCTGAGTCCCGCTACCAGCGCATC 
ATGAAACTGGTAAAGCAGCACGGTGCGGCCGTGGTTGCGCTGACCATTGATGAGGAAGGC 
CAGGCACGTACCGCTGAGCACAAGGTGCGCATTGCTAAACGACTGATTGACGATATCACC 
GGCAGCTACGGCCTGGATATCAAAGACATCGTTGTGGACTGCCTGACCTTCCCGATCTCT 
ACTGGCCAGGAAGAAACCAGGCGAGATGGCATTGAAACCATCGAAGCCATCCGCGAGCTG 
AAGAAGCTCTACCCAGAAATCCACACCACCCTGGGTCTGTCCAATATTTCCTTCGGCCTG 
AACCCTGCTGCACGCCAGGTTCTTAACTCTGTGTTCCTCAATGAGTGCATTGAGGCTGGT 
CTGGACTCTGCGATTGCGCACAGCTCCAAGATTTTGCCGATGAACCGCATTGATGATCGC 
CAGCGCGAAGTGGCGTTGGATATGGTCTATGATCGCCGCACCGAGGATTACGATCCGCTG 
CAGGAATTCATGCAGCTGTTTGAGGGCGTTTCTGCTGCCGATGCCAAGGATGCTCGCGCT 
GAACAGCTGGCCGCTATGCCTTTGTTTGAGCGTTTGGCACAGCGCATCATCGACGGCGAT 
AAGAATGGCCTTGAGGATGATCTGGAAGCAGGCATGAAGGAGAAGTCTCCTATTGCGATC 
ATCAACGAGGACCTTCTCAACGGCATGAAGACCGTGGGTGAGCTGTTTGGTTCCGGACAG 
ATGCAGCTGCCATTCGTGCTGCAATCGGCAGAAACCATGAAAACTGCGGTGGCCTATTTG 
GAACCGTTCATGGAAGAGGAAGCAGAAGCTACCGGATCTGCGCAGGCAGAGGGCAAGGGC 
AAAATCGTCGTGGCCACCGTCAAGGGTGACGTGCACGATATCGGCAAGAACTTGGTGGAC 
ATCATTTTGTCCAACAACGGTTACGACGTGGTGAACTTGGGCATCAAGCAGCCACTGTCC 
GCC ATGT T GG AAGC AGCGG AAGAAC AC AAAGC AG AC GTCATCGGC AT GTCGGG AC TTCTT 
GTGAAGTCCACCGTGGTG 

>RXA022 08 

CTCGGAGTCGTCGACGGCGTCGCACCTCTAAACCGCACCATGGAAAAAATCATCGCAGTG 
CACGATGATTCCCTCTCCCAGGAAGTCTTCGGCGTCACCTTCCCACGACCACTAGGCCTC 
GCCGCAGGTTTCGACAAAAACGCATCAATGGCTGATGCCTGGGGTGCCGTTGGATTCGGA 
TACGCCGAACTTGGCACCGTCACCGCCTTCCCACAGCCAGGAAACCCCACCCCGCGCCTT 
TTCCGCCTGCCTGCCGACAAAGCTATCTTGAACCGCATGGGATTCAACAACCTGGGTGCA 
GCAGAAGTCGCAAAAAACCTGCGCAACCGGAAATCCACCGATGTCATCGGCATCAACATC 
GGTAAAACCAAAGTGGTTCCCGCTGAACACGCAGTAGATGACTACCGCCGTTCTGCATCT 
TTGTTAGGTGATCTTGCTGATTACCTGGTTGTCAACGTTTCCTCCCCCAACACTCCGGGT 
CTCCGCGATCTGCAGGCTGTGGAATCTTTGCGACCAATCCTCGCCGCAGTGCAGGAATCC 
ACCACCGTCCCAGTCTTGGTGAAAATCGCACCAGACCTCTCCGACGAAGACATCGACGCC 
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GTAGCTGACCTGGCAGTTGAGCTCAAACTCGCCGGAATCGTAGCCACCAATACCACCATT 
TCCCGCGAAGGCCTCAACACTCCTTCAGGTGAAGTCGAAGCCATGGGTGCTGGCGGAATC 
TCCGGTGCTCCAGTAGCAGCCCGATCTTTGGAGGTACTCAAGCGCCTCTACGCACGGGTA 
GGCAAAGAGATGGTGTTGATCTCTGTCGGTGGCATCAGCACCCCTGAGCAAGCCTGGGAA 
CGCATCACCTCCGGCGCAACCCTTCTGCAGGGATACACCCCATTCATCTACGGTGGCCCC 
GATTGGATCAGAGATATCCACCTTGGTATCGCCAAGCAGCTGAAAGCTCACGGTCTGCGC 
AACATCGCTGACGCTGTGGGCAGCGAATTGGAGTGGAAGAAC 

>RXA022 08 -down stream 
TAAACAGACCAAACACACGTGCC 

>RXA0222 9-upstream 

GCTGGTTCAACAGAGACCACCGCGTGTCCTGGGTCGACGCCTCTGGCGATCCCACCGCAC 
AAGCCTTGGAGATTTTGGGTCTACAATAGCGAGGGTGAAT 

>RXA02229 

TTGACCATCCCCTTTGCCAAAGGCCACGCCACCGAAAACGACTTCATCATCATCCCCGAT 
GAGGATGCGCGCCTAGATTTAACTCCAGAAATGGTGGTCACGCTGTGTGACCGCCGCGCC 
GGGATCGGTGCTGATGGTATCCTCCGCGTGGTTAAAGCTGCAGACGTAGAAGGCTCCACG 
GTCGACCCATCGCTGTGGTTCATGGATTACCGCAACGCCGATGGATCTTTGGCTGAAATG 
TGCGGCAATGGTGTGCGCCTGTTCGCGCACTGGCTGTACTCCCGCGGTCTTGTTGATAAT 
ACGAGCTTTGATATCGGTACCCGCGCCGGTGTCCGCCACGTTGATATTTTGCAGGCAGAT 
CAACATTCTGCGCAGGTCCGCGTTGATATGGGCATCCCTGACGTCACGGGATTATCCACC 
TGCGACATCAACGGCCAAGTATTCGCTGGCCTTGGCGTTGATATGGGTAACCCACACCTA 
GCGTGCGTTGTGCCGGGCTTAAGTGCGTCGGCTCTTGCCGATATGGAACTGCGCGCACCT 
ACGTTTGATCAGGAATTCTTCCCCCACGGTGTGAACGTAGAAATCGTCACAGAATTAGAA 
GATGACGCAGTATCGATGCGCGTGTGGGAACGCGGAGTGGGCGAAACCCGCTCCTGTGGC 
ACGGGAACCGTTGCTGCAGCGTGTGCTGCTTTAGCTGATGCTGGATTGGGAGAAGGCACA 
GCTAAAGTGTGCGTTCCACGTGGGGAAGTAGAAGTCCAGATCTTTGACGACGGCTCCACA 
CTCACCGGCCCAAGCGCCATCATCGCACTCGGTGAGGTGCAGATC 

>RXA0222 9-downstream 
TAAGATTCGCGATTGTAGTTCGG 

>RXA022 34 

GGCTCCAACCCAGCAACGATCATGACCGACCCAGAAATGGCTGACCACACCTACGTGGAG 
CCAATCGAGCCGGAATACATCGACAAGATTTTCGCTAAGGAAATCGAGCAGGGCCACCCA 
ATCGACGCCGTCCTGGCAACCCTTGGTGGCCAGACTGCACTTAACGCAGCTATCCAGCTG 
GATCGCCTCGGCATCCTGGAAAAGTACGGCGTTGAACTCATCGGTGCAGACATCGATGCC 
ATTGAGCGCGGCGAAGATCGCCAGAAGTTCAAGGATATTGTCACCACCATCGGTGGCGAA 
TCCGCGCGTTCCCGCGTCTGCCACAACATGGAAGAAGTCCACGAGACTGTCGCAGAACTC 
GGCCTTCCAGTAGTCGTGCGTCCATCCTTCACTATGGGTGGCCTGGGCTCCGGTCTTGCA 
TACAACACCGAAGACCTTGAGCGCATCGCTGGTGGCGGACTTGCTGCATCTCCTGAAGCA 
AACGTCTTGATCGAAGAATCCATCCTTGGTTGGAAGGAATTCGAGCTCGAGCTCATGCGC 
GATACCGCAGACAACGTTGTGGTTATCTGCTCCATTGAAAACGTCGACGCACTGGGCGTG 
CACACCGGCGACTCTGTCACCGTGGCACCTGCCCTGACCCTGACTGACCGTGAATTCCAG 
AAGATGCGCGATCAGGGTATCGCCATCATCCGCGAGGTCGGCGTGGACACCGGTGGATGT 
AACATCCAGTTCGCCATCAACCCAGTTGATGGCCGCATCATCACCATTGAGATGAACCCA 
CGTGTGTCTCGTTCCTCCGCTCTGGCATCCAAGGCAACGGGCTTCCCAATTGCCAAGATG 
GCTGCCAAGCTGGCTATCGGATACACCCTGGATGAGATCACCAACGACATCACTGGTGAA 
ACCCCAGCTGCGTTTGAGCCCACCATCGACTACGTCGTGGTCAAGGCCCCACGCTTTGCT 
TTCGAGAAGTTTGTCGGCGCTGATGACACTTTGACCACCACCATGAAGTCCGTCGGTGAG 
GTCATGTCCCTGGGCCGCAACTACATTGCAGCACTGAACAAGGCACTGCGTTCCCTGGAA 
ACCAAGCAGCAGGGTTTCTGGACCAAGCCTGATGAGTTCTTCGCAGGGGAGCGCGCTACC 
GATAAGGCAGCTGTTCTGGAAGATCTCAAGCGCCCAACCGAAGGCCGCCTCTACGACGTT 
GAGCTGGCAATGCGCCTTGGCGCAAGCGTGGAAGAACTCTACGAAGCATCTTCTATTGAT 
CCTTGGTTCCTCGCCGAGCTTGAAGCTCTCGTGCAGTTCCGCCAGAAGCTCGTTGACGCA 
CCATTCCTAAACGAAGATCTCCTGCGCGAAGCAAAGTTCATGGGTCTGTCCGACCTGCAG 
ATCGCAGCCCTTCGCCCAGAGTTCGCTGGCGAAGACGGCGTACGCACCTTGCGTCTGTCC 
CTAGGCATCCGCCCAGTATTCAAGACTGTGGATACCTGTGCAGCAGAGTTTGAAGCTAAG 
ACTCCGTACCACTACTCCGCATACGAGCTGGATCCAGCAGCTGAGTCTGAGGTCGCACCA 
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CAGACTGAGCGTGAAAAGGTCCTGATCTTGGGCTCCGGTCCAAACCGCATCGGCCAGGGC 
ATCGAGTTCGACTACTCCTGTGTTCACGCAGCTCTTGAGCTCTCCCGCGTCGGCTACGAA 
ACTGTCATGGTCAACTGCAACCCAGAGACCGTGTCCACCGACTACGACACCGCTGACCGC 
CTGTACTTCGAGCCACTGACCTTCGAAGACGTCATGGAGGTCTACCACGCTGAGGCGCAG 
TCCGGCACCGTCGCAGGTGTTATCGTCCAGCTTGGTGGCCAGACTCCTCTGGGCTTGGCA 
GATCGTTTGAAGAAGGCTGGCGTCCCTGTCATTGGTACCTCCCCAGAGGCAATCGACATG 
GCTGAGGACCGTGGCGAGTTCGGTGCACTGCTGAACCGCGAGCAGCTTCCTGCTCCAGCA 
TTCGGCACCGCAACCTCTTTCGAAGAGGCTCGCACAGTAGCCGATGAGATCAGCTACCCA 
GTGCTGGTTCGCCCTTCCTACGTCTTGGGTGGCCGTGGCATGGAGATTGTCTACGATGAG 
GCTTCCCTCGAGGATTACATCAACCGCGCAACTGAGTTGTCTTCTGACCACCCAGTGCTG 
GTTGACCGCTTCCTAGACAACGCTATTGAGATCGACGTCGACGCACTGTGCGACGGCGAC 
GAGGTCTACCTGGCAGGCGTCATGGAGCACATCGAGGAAGCCGGCATTCACTCCGGTGAC 
TCCGCATGTGCACTTCCTCCAATGACTTTGGGCGCACAGGACATCGAGAAGGTCCGCGAA 
GCAACCAAGAAGCTGGCTCTGGGCATCGGTGTACAGGGCCTGATGAACGTCCAGTACGCA 
CTCAAGGACGACATCCTCTACGTCATCGAGGCAAACCCACGTGCATCCCGCACCGTGCCG 
TTCGTCTCCAAGGCAACGGGCGTCAACCTGGCCAAGGCAGCATCCCGTATCGCAGTGGGC 
GCCACCATCAAGGATCTCCAAGATGAGGGCATGATTCCTACCGAGTACGACGGCGGCTCC 
TTGCCACTGGACGCTCCAATCGCTGTGAAGGAAGCAGTGTTGCCGTTCAACCGCTTCCGT 
CGCCCAGATGGAAAGACCCTGGACACCCTGCTTTCCCCAGAGATGAAGTCCACTGGCGAG 
GTCATGGGCTTGGCCAACAACTTCGGCGCTGCATATGCAAAGGCTGAAGCTGGCGCGTTT 
GGTGCATTGCCAACCGAAGGCACCGTCTTCGTGACCGTGGCTAACCGCGACAAGCGCACC 
CTGATCCTGCCAATCCAGCGCCTGGCGTTGATGGGCTACAAGATCCTCGCCACCGAAGGC 
ACCGCAGGCATGCTGCGCCGCAACGGCATTGAGTGTGAAGTTGTGCTCAAGGCTTCCGAC 
ATCCGCGAAGGTGTAGAGGGCAAGTCCATCGTGGATCGTATCCGCGAAGGCGAAGTTGAC 
CTCATCCTCAACACCCCAGCTGGTTCTGCTGGCGCTCGCCACGATGGCTACGATATCCGC 
GCAGCAGCAGTGACCGTGGGTGTTCCGCTGATCACCACTGTTCAGGGTGTCACCGCAGCT 
GTCCAGGGCATAGAGGCCCTGCGTGAGGGCGTTGTCAGCGTCCGCGCGCTGCAGGAACTC 
G AC C AC G C AG T C AAG G C T 

>RXA02 2 34 -downstream 
TAAGCCCTATGACATTCGGCGAG 



>RXA02235-upstream 

GTGTCACCGCAGCTGTCCAGGGCATAGAGGCCCTGCGTGAGGGCGTTGTCAGCGTCCGCG 
CGCTGCAGGAACTCGACCACGCAGTCAAGGCTTAAGCCCT 

>RXA02235 

ATGACATTCGGCGAGAAGCTTCTGAACGCCGCCTCCACCCGTGGCAGGCTATGCGTGGGC 
ATTGATCCCCACGAAAGCCTGCTGACGTCCTGGGGGCTGCCGGTAAACGTAGACGGACTT 
GCGGAGTTCTCCCGCGCCTGCGTGGAGGCTTTCGCCGACACCGTGGCATTGGTGAAGCCT 
CAGGTGGCGTTCTATGAGCGTTTCGGTTCCGCTGGCTTTGCCATCTTGGAAGAAACCATT 
CAGACGCTGCGTGAGCGTGGCTGTTTGGTGGTCTCTGACGCCAAACGCGGCGATATTGGC 
TCCACCATGGCTGGCTATGCCTCAGCGTGGTTAGATCCAGCGTCACCGCTGTCTAGCGAC 
GCTGTGACGGTCTCTCCCTACCTTGGTTTTCATTCCTTGGACCCAGTGTTCGAACTTGCC 
GAGCAACACGGCAGGGGAGTGTTTGTCTTGGCCGCGACCTCAAACCCTGAGGCCCGCGAA 
CTCCAGGACCAGCAAAACGCTGACGGCGTGAGCATTTCCCAGCAGATCGTGGATCAGGCA 
GCGGCGCTTAACGCGCCTTATATGGCCCAGGGCAAGGCTGGCAACATTGGCGTCGTCATC 
GGCGCCACCTTGTCCAAACCACCACGCTTATCGACGCTCGGGGGCGCCATTTTGATGCCC 
GGCGTCGGCGCCCAGGGCGGCACGGCAAGCGACGTTGATGAGATTGCGGGAGACATGGCT 
CATCTTGCATTCCCAAATGTCTCTAGAAGTATTTTGGCGACAGGCCCAGATATCGCTGAA 
ATGAAGAATTCTGTGGCAAAAAATGCTGCAGACTTTCCTGGTTTCCCCAGGTCA 

>RXA022 35-downstream 
TAGTCGCGGAAACGGCCCTTAAT 

>RXA022 37 -upstream 

GACGAGCTGGGCATTGCTCAGACCCGTCGTCTTCGTGGACTGGGTGACCGTCAGCGTCGC 
GCACTTCTCGAGCGTTTCGGCTTCGAGGATTAATTCTTCA 

>RXA02237 
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GTGTCGGGCGATAACCAACTAGGACGGCTCGTAATTCTTGCGGGCCCCTCAGCGGTCGGT 
AAATCGACTGTGGTTGATCGCCTCCGCAATGACGTTCCAAACCTGTATTTCAGTGTGTCG 
ATGACCACTAGGGCACCTCGTCCTGGTGAAGTCGATGGACGTGACTACTTCTATGTCACT 
G C AC AG G AAT T T C AG G AC AAAAT C G AC T G T G GAG AG AT G C T T G AAT G G GC AG AT AT C C AC 
GGCGGTTTGCAGCGTTCAGGCACTCCAGCAGGTCCCGTCAATGAGGCTCGCCAAAATGGT 
CGGCCAGTATTGGTTGAGGTTGATCTTGCAGGAGCCCGAAACATCGCTAGCTTAATTCCA 
GATGCAGAAACCATCTTCCTTGCTCCACCTTCATGGGAAGTTTTGGTTGAACGCCTCACT 
GGACGTGGCACCGAAAGCGAAGACGTTATTGCTCGCAGGCTCGAGACCGCACGCGAAGAA 
TTGGCTGCTCAGAGCGAATTTAAGCACGTCATTATCAATGATGATGTGGATACAGCCGTC 
AAGGCTATTGAGGATGTTCTCCTCGGCGCT 

>RXA02 2 37 -downstream 
TAGCCAAAACATAGAGCGGTAGG 

>RXA02239-upstream 

CTATGCACAGCGGAGGTCGAGGGAGAGCGTGGGGTGGCGTCGAAAAGCATCTTGTAGAGT 
GTGTGGGAACCCAGCCAGCCTCTTACTTTGAAGGATTGTT 

>RXA02239 

GTGCCCATGACTCATGTTTCAAGCCCCTCCGCACCCCGCAACGTGGTTGTTGGTGTTGCC 
GGCGGAATCGCAGCGTACAAGGCGTGTCACATCGTGCGCGCGTTTAAAGAAGCGGGCGAT 
AATGTGCGGGTGGTTCCTACGGAATCCGCGTTGAAGTTTGTGGGGAAGGCGACGTTTGAA 
GCGTTGTCTGGCAATCCGGTGTCTACAACGGTGTTTGATGCGGTGGATTCGGTGCAGCAT 
GTGAAAGTTGGCCAGGAAGCTGATTTGATCGTGATTGCGCCGGCGACAGCCGATTTGATG 
GCGCGTGTGGTGGCAGGTCTCGGTGACGATCTGTTGGCGGCGACGCTGCTGGTGGCAACG 
TGCCCCGTGGTTATTGCGCCGGCCATGCATACGGAGATGTGGTTTAATCCGGCTACCGTA 
GCCAATGTGGCAACGCTGAGGCAGCGGGGGATTACCGTGATTGAGCCTGCGCATGGTCGA 
CTCACCGGTAAAGATACAGGCCCTGGCCGGCTGCCGGATCCAGAGCAGATTGTTGATTTA 
GCCAATGCGGTGCACGCCGGGGCGAGGTTGCCTCAGGATTTGGCGGGCAAGAAAGTGCTG 
ATCACTGCTGGTGGCACGCATGAGCATATTGATCCTGTGCGCTTTATTGGCAATAGTTCC 
TCGGGCCGTCAAGGTTTTGCGTTGGGTGAAATCGCAGCACAGCGAGGTGCTCATGTCAGC 
ATCGTGGCGGGAAATGCTGCGGAGCTGCCCACTCCGGCAGGCGCAGAGATCGTGCCGGTG 
GTGTCCACACAAGACATGTTTGATGCAGTCCAGGAACGAGCTGGCCAATCTGATTTCATC 
GTCATGGCGGCAGCGGTAGCTGATTTCACGCCCGCATCGCAGGCGACATCGAAGTTGAAG 
AAGGGCTCAGATTCTGATGAAGACGCATTGAGCACCATCTCGTTGGTGGAAAACCCGGAT 
ATTTTGGCTACCACGGTGAAGCGTCGTGAAGCAGGAGAGCTGGACAGTAATCCTGTCATC 
GTGGGTTTTGCTGCGGAAACTGGAGACGAGCACACCACCGCCTTGGAGTATGCGCGCAAG 
AAACTGCAGAAGAAGGGCTGCGACCTCCTCATGTGTAATGAGGTGGGCATGGGCAAAGTG 
TTTGGGCAAAAGCACAATGAGGGCTGGATTTTGGATGCTCACGGTGGGGTAGTCGATGTG 
GAGCACGGCAGCAAAATCGAGGTTGCTGCGCAAATTTGGGACGCGGCACTGGCGTATCGC 
GAAGTC 

>RXA0223 9-downstream 
TAGAAAAATCCAGCTAGACCACT 

>RXA022 4 0-upstream 

CAGCTAGACCACTGACATTGCAGTTTTAGACAGCTTGGTCTATATTGGTTTTTTGTATTT 
AAGAC T AT TTATTCT C AAC T T C T T C G AAAG AAGG G T AT T T 

>RXA022 4 0 

GTGGCTCAGCCAACCGCCGTCCGTTTGTTCACCAGTGAATCTGTAACTGAGGGACATCCA 
GACAAAATATGTGATGCTATTTCCGATACCATTTTGGACGCGCTGCTCGAAAAAGATCCG 
CAGTCGCGCGTCGCAGTGGAAACTGTGGTCACCACCGGAATCGTCCATGTTGTTGGCGAG 
GTCCGTACCAGCGCTTACGTAGAGATCCCTCAATTAGTCCGCAACAAGCTCATCGAAATC 
GGATTCAACTCCTCTGAGGTTGGATTCGACGGACGCACCTGTGGCGTCTCAGTATCCATC 
GGTGAGCAGTCCCAGGAAATCGCTGACGGCGTGGATAACTCCGACGAAGCCCGCACCAAC 
GGCGACGTTGAAGAAGACGACCGCGCAGGTGCTGGCGACCAGGGCCTGATGTTCGGCTAC 
GCCACCAACGAAACCGAAGAGTACATGCCTCTTCCTATCGCGTTGGCGCACCGACTGTCA 
CGTCGTCTGACCCAGGTTCGTAAAGAGGGCATCGTTCCTCACCTGCGTCCAGACGGAAAA 
ACCCAGGTCACCTTCGCATACGATGCGCAAGACCGCCCTAGCCACCTGGATACCGTTGTC 
ATCTCCACCCAGCACGACCCAGAAGTTGACCGTGCATGGTTGGAAACCCAACTGCGCGAA 
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CACGTCATTGATTGGGTAATCAAAGACGCAGGCATTGAGGATCTGGCAACCGGTGAGATC 
ACCGTGTTGATCAACCCTTCAGGTTCCTTCATTCTGGGTGGCCCCATGGGTGATGCGGGT 
CTGACCGGCCGCAAGATCATCGTGGATACCTACGGTGGCATGGCTCGCCATGGTGGTGGA 
GCATTCTCCGGTAAGGATCCAAGCAAGGTGGACCGCTCTGCTGCATACGCCATGCGTTGG 
GTAGCAAAGAACATCGTGGCAGCAGGCCTTGCTGATCGCGCTGAAGTTCAGGTTGCATAC 
GCCATTGGACGCGCAAAGCCAGTCGGACTTTACGTTGAAACCTTTGACACCAACAAGGAA 
GGCCTGAGCGACGAGCAGATTCAGGCTGCCGTGTTGGAGGTCTTTGACCTGCGTCCAGCA 
GCAATTATCCGTGAGCTTGATCTGCTTCGTCCGATCTACGCTGACACTGCTGCCTACGGC 
CACTTTGGTCGCACTGATTTGGACCTTCCTTGGGAGGCTATCGACCGCGTTGATGAACTT 
CGCGCAGCCCTCAAGTTGGCC 

>RXA022 4 O-downstream 
TAAAAATCTGATGTAGTATCTTC 

>RXA0224 6-upstream 

TGCCGACGCTGGCGTGGATGCCTTCGTTGCAGGTTCCGCTGTGTACGGCGCTGAGGATCC 
CAACAAGGCGATCCAGGAGTTGCGAGCACTCGCGCAGTAA 

>RXA022 4 6 

ATGGATGTTGCGCACGCGTTAGATCTGGCCCACCACGTGTCAGATCAAGTCCGAGGCACC 
ACCAGCCCTAATCCGCCAGTCGGCGCTGTCATTTTGGACGCCGACGGCGAGGTCGTTGGC 
GTTGGCGCCACGGCACCTCCTGGTGGCCCGCACGCCGAAGTGGTGGCGCTTGCAGCTGCC 
GGAGTGCGTGCCAACGGGGGCACGGCGGTGGTCACCCTCGAGCCGTGCAACCATTACGGC 
CGCACGGGTCCATGTTCCAAGGCGCTTCTCGACGCCGGGATCGCACACGTGTTTTACGCC 
AATGCGGATCCCTTCCCGTCAGCCGCTGGGGGCGGTGCCTTTTTGGCGGAGGCGGGCGTC 
GATACGCATTTTTTAGATGAGCGGATCAGGGCACTGGAGCCCTGGCTGGTTGCGACGCGT 
CTGGGCAGGCCCCATGTCACGTTGAAGTTTGCGTCCACCGTGGACGGTTTTGCTGGTGCC 
ACCGATGGCACCAGCCAGTGGATTACCGGGCCGGATGCGCGGGCGTTTGTGCACGAAGAT 
CGAAGTAAAAGAGATGCGATCATCGTGGGTACCGGTACTGCGTTGACTGATAATCCCTCC 
TTGACGGCGCGGACCGATACGGGTCTTTATGAAAATCAACCCAGGCGCGTTGTTATTGGC 
TCCCGCGAGGTTCCAGCAGATTCCAACTTGGCTCGCTTGGGATATGAGCAGTACGCGGGA 
ATACCAGAGGCTTTATCAGCGCTGTGGGATAAAGGGTGCCGAGACATTTTAATCGAAGGT 
GGCCCAACGTTAGCTGGGGCAGCGCTGCGCTTAGGCATTGTTGATCAGGTGCAGGCCTAT 
GTTGCCCCCGCTTTGTTGGGCGCTGGACGATCAGTGATTAACTGGCCACAAGAAACCACG 
ATGGATCAGATTATGCGTTTTGACACCACGTCCGTGAGACAGTTGGGTTCAGATGTATTG 
AT AG AAAT GAT G AG AAAGG AAC AC 

>RXA0224 6-downstream 
TAAATGTTCACAGGTATTGTCGA 

>RXA0224 7-upstream 

AC AAG AAAC C AC GAT G G AT C AG AT TAT G C G T T T T G AC AC C AC G T C C G T GAG AC AG T T G G G 
T T C AG AT G T AT T GAT AG AAAT GAT G AG AAAG G AAC AC T AA 

>RXA02247 

ATGTTCACAGGTATTGTCGAGGAGCTTGGCTCCGTTGCAGGCGTGGAACATCTGGGAGAT 
TCCATCCGGATGCAGATTTCCGCGTCCACCGTTTTAGAGGGTGTGCATTTGGGGGATTCC 
ATTTCTGTCAATGGTGTGTGCTTGACAGTGGCGTCCTTTGGCGAGGGACATTTCACTGCA 
GACCTCATGCAGGAAACCTTAGATCGCAGCTCCCTGGGCGCATTATCCACCGGTAGCAAA 
GTCAACCTTGAGCGCGCCATGGCAGCCGATGGCCGTCTGGGTGGACACATCATGCAAGGC 
CATGTTGATGCCACCACCTCGCTGATCAAGCGCACCAGCTCAGAGAACTGGGATGTTCTG 
CGTTTTGAGCTGCCAGCTGATTTGGCTCGCTATGTGGTGGAAAAAGGCTCCATCGCACTC 
AATGGCACATCCTTGACTGTATCGTCTTTGGGTGATGATTGGTTTGAGGTTTCCCTGATT 
CCCACCACCTTGCGCGACACCACCCACGGCGAACTGGCGGTAGGGGATATCGTAAACATT 
GAGGTTGATGTGATCGCTAAGTACGTCGAACGCATGATGACGCGCGGCGTGGCTGGAAAC 
ACTCCCAATGACTACACCGATTTCACGAGAGAC 

>RXA0224 7-downstream 
TAGGTTAGACAACGTGAGTGAAC 
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>RXA0224 8-upstream 

GATGTGATCGCTAAGTACGTCGAACGCATGATGACGCGCGGCGTGGCTGGAAACACTCCC 
AATGACTACACCGATTTCACGAGAGACTAGGTTAGACAAC 

>RXA02 24 8 

GTGAGTGAACATGAGCAGGCACACAGCCAATTAGATTCTGTTGAAGAGGCCATCGCTGAC 
ATCGCTGCGGGTAAAGCCGTCGTGGTGGTAGATGATGAAGATCGTGAAAATGAAGGCGAC 
ATCATCTTTGCCGCCGAATTAGCCACTCCAGAATTAGTCGCTTTCATGGTGCGTTATTCC 
TCGGGATACATCTGTGCGCCATTAACCGCAAAGGATGCAGATCGTCTTGATCTGCCTCCG 
ATGACCGCGCACAATCAGGATGCCCGCGGCACCGCTTACACCGTGACCGTTGATGCCAAC 
ACCGGCACCACAGGCATTTCTGCAACAGACCGCGCCCACACTTTGCGCTTGCTTGCTGAT 
CCAGAAGCCGACCGCACGGATTTCACCCGTCCCGGACACGTTGTGCCACTGCGTGCTCGT 
GAAGGTGGCGTCTTGGTGCGCGCTGGACACACCGAAGCAGCTGTCGATTTGGCTCGCGCT 
GCAGGCCTGCGCCCAGCAGGTGTTATCTGCGAAGTGGTCAGTGAAGAGGACCCCACCGGC 
ATGGCTCGGGTTCCTGAGCTGCGCCGCTTCTGCGATGAGCACGATCTGAAGCTGATCTCT 
ATTGAGCAGCTCATTGAGTGGCGTCGCAAGAATGAAATTTTGGTGGAGCGCCAGGTGGAA 
ACTGTGCTGCCTACCGATTTCGGCACGTTCAAGGCTGTTGGTTACCGTTCCATCATCGAT 
GGCACCGAGCTTGTTGCCATTGTTGCCGGCGACGTGGCATCCGACGGTGGCGAAAACGTC 
CTGGTTCGAGTCCACTCTGAGTGCTTGACTGGTGATGTTTTTGGATCCCGGCGCTGCGAC 
TGTGGACAGCAGCTGCACGAGTCTTTGCGCCTGATCCAGGAAGCTGGTCGGGGAGTAGTG 
GTGTACATGCGTGGGCATGAGGGACGAGGCATTGGTCTGCTCGCCAAGCTACGCGCCTAC 
CAACTCCAGGATGAAGGTGCCGACACCGTCGATGCCAACCTCGCACTTGGTCTTCCAGCC 
GATGCCCGCGAATTTGGCACCAGCGCCCAGATTCTCTACGACTTGGGTGTGCGCTCGCTC 
AACTTGATCAGCAACAACCCAGCCAAGAAGGTGGGACTTGAAGGCCACGGCATTTCCATT 
GCCAGCCGAACCCCCATCCCTGTTGCTGTTCATGAAGACAATGTTCGATACCTGAAAACC 
AAGCGTGACCGCATGGGACATGACCTCCCAGATGTCGCACTGTGGGAACAAGAGCACCCA 
GAAAAC 

>RXA0224 8-downstream 
TAAGGAGCACAACAATGGCTAAA 



>RXA0224 9-upstream 

ATGTTCGATACCTGAAAACCAAGCGTGACCGCATGGGACATGACCTCCCAGATGTCGCAC 
T G T G GG AAC AAG AGC ACC C AG AAAAC T AAG G AGC AC AAC A 

>RXA0224 9 

ATGGCTAAAGAAGGATTGCCGGCAGTCGAACTCCCCGACGCCAGCGGATTAAAAGTCGCC 
GTAGTCACCGCACGGTGGAACGCAGAAATCTGCGACCGCCTGCACAAGCACGCAGTAGAT 
GCGGGACGTGCAGCAGGAGCAACGGTGAGCGAATACCGCGTCATCGGCGCCCTGGAACTT 
CCAGTCGTAGTGCAAGAACTGGCACGCACCCATGACGCAGTAGTTGCCTTGGGCTGTGTC 
GTTCGTGGCGGCACCCCACACTTTGATTACGTGTGCGACTCTGTCACCGAAGGCCTCACC 
CGCATTGCTCTTGATACTTCCACCCCAATCGGCAACGGTGTGTTGACTACCAACACCGAA 
GAGCAAGCCGTGGAACGCTCCGGTGGAGAAGGCTCTGTAGAGGACAAAGGCGCAGAGGCA 
ATGGTCGCTGCACTCGATACTGCCCTCGTGCTTTCTCAAATTCGTGCAACTGAGGGT 

>RXA0224 9-downstream 
TAGACTGTTCTTTAAAAGGTTTG 



>RXA022 50-upstream 

C71A.CTGAGGGTTAGACTGTTCTTTAAAAGGTTTGACGCCTCGGTTTAATGCCTAGCAGGA 
TGCGCGCCACCGCTAATTAGTTCTAAGGATTTGTGAAATC 

>RXA02250 

GTGACAACCAACGCCCCCGACGGAGCAACGAACAACATCAACAACGCACATTCGGGCGCT 
GTCGGGAAGCCAAAGGTACAGCTCAGCGATGCGGAAATTCAGGAATACACCGCAGCTTTC 
GCTGGCACCACCACAACCAAGCCATGGGAGCTGGAGGTGACCACAAAGTTTCTGAAAAAG 
ATCGCGTGGGTAGCCGTGGTTGTCATCATGGCCGTTCACATCTTCATGGGTGCCGTGGTG 
GACGTCGATTTCACCGGTGCAGCGGTCACCTTTGTTGACACTCTGGCATTCCCAGCGTTG 
GGCATCATCTTCTCCGTTCTTGTGTTCTTGGGACTGACTCGCCCTCGCGTGCGTGCCAAC 
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GAAGACGGCGTTGAGGTGCGTAACTTCATCGGAACTCGTTTCTACCCATGGGTTGTCATC 
TACGGCATGTCTTTCCCCAAGGGCAGCAGCGTGGCACGTTTGGAGCTTCCAGACTTTGAA 
TTCGTTCCCATGTGGGCTTTCCAGTCCCGCGATGGAGAAGATGTGGTGCGCGCGGTTGCG 
AC C T T C C G C G AC C T C G AAAAC AAG T AC A T GC C AG AG G AC 

>RXA02250-downstream 
TAATTAAGCTGTGGCTGATCCAA 

>RXA02 2 62 -upstream 

GCACCAATTTCGGACCTGAAATCCCCGAGGAAACCGTGCCCGACGCCGTGCAGGTGGGCG 
TCGATAAGCAAAAAATCGCTGATACTCGAAAGGCCTCAAA 

>RXA022 62 

ATGACCGCAACCTACACCACTGAAACCGCCATCAATTTCTTGTTCTTGAGCGAACCGGAC 
ATGATCGCGGCCGGAGTCAAAGACGTCGCGCAATGCGTCGATGTCATGGAGGAAACGCTC 
GTGCTCTTGGCGCAGGGCGACTACAAAATGGCCGGTTTGAACTCCAACTCGCATGGCGCG 
ATGATCACCTTCCCGGAAAACCCAGAATTTGAAGGCATGCCCAAGGACGGCCCCGACCGC 
CGATTCATGGCGATGCCCGCATACCTCGGCGGGCGATTCAAAAACACCGGCGTGAAGTGG 
TACGGATCCAACGCGGAAAACAAGGCCTCAGGCTTGCCTCGCTCGATCCACACCTTCGTC 
CTCAACGACACGGTCACCGGTGCACCGAAGGCCATCATGTCCGCGAACCTGCTGTCCGCC 
TACCGCACCGGCGCGGTTCCCGGCGTGGGCGTGAAGCACTTAGCGGTCGCCGACGCGACA 
ACCTTGGCTGTCGTCGGACCTGGTGTCATGGCGAAAACCATCACCGAAGCGTGCATCGCA 
GAGCGCCCAGGAATCACCACCATCAAGATCAAGGGACGCAGCGAACGCGGCATCAACGCC 
TTTGCAACATGGGCGTTGGAAAAATTCCCCGAGATCGAAGTGGTCGCCGTCGGATCTGAA 
GAAGACGTGGTCAAAGACGCCGACATCGTCATCGCCGCCACCACCACGGACGCCGCCGGC 
TCCTCCGCCTTCCCATACTTCAAAAAAGAATGGCTCAAGCCGGGCGCATTGCTGCTGCTT 
CCAGCCGCCGGTCGCTTCGACGACGCTTATTTGCTTGACGACGCCCGCCTCGTTGTTGAC 
TACATGGGGCTCTACGAAGCCTGGGCAGAAGAATACGGCCCACAGGCCTACCAACTACTC 
GGCATTCCAGGAACCCACTGGTACGACCTGGCGCTGCAAGGAAAACTCGACCTTGCAAAG 
ATTTCCCAGATTGGCGATATCTGCTCCGGCAAGCTACCCGGACGCACCAACGATGAGGAA 
ATCATCCTCTATTCCGTCGGCGGCATGCCAGTAGAAGACGTCGCCTGGGCAACCCAAGTG 
TATGAAAACGCCCTGGAAAAAGGCGTCGGCACCACATTGAACCTGTGGGAATCACCCGCA 
CTGGCT 

>RXA02 2 62 -downstream 

T G AG AG AAG AAAC AAC AAT G AAA 



>RXA022 63-upstream 

CCTGGGCAACCCAAGTGTATGAAAACGCCCTGGAAAAAGGCGTCGGCACCACATTGAACC 
T G T G G G AA T C AC C C G C AC T G G C T T GAG AG AAG AAAC AAC A 

>RXA022 63 

ATGAAAATTGCGGTAATCGGCCTTGGATCAACCGGCTCCATGGCACTGTGGCACTTAAGT 
AACATCCCAGGTGTAGAGGCCATCGGCTTTGAACAATTCGGCATCTCCCATGGCTACGGC 
GCATTCACAGGGGAGTCCCGACTGTTTCGCATGGCCTACCACGAAGGCAGCACCTACGTT 
CCGTTGCTCAAACGCGCACGAGCACTATGGTCATCACTGAGCGAGATTTCCGGACGCGAA 
CTCTTCCACAACTTCGGTGTCTTAAGCACCGGCAAGGAAGACGAAGCACCCTTCCAACGC 
CTGGTGGAATCAGTGGAACGTTATGAGCTGCCACATGAACGACTTACCGCCGCGCAGATG 

>RXA02272-upstream 

TATTTAACTCCACACTAATACCTGTCAAGCAATAGAATAGATAGCATCTGGATCCTCCAG 
AG T T T G AAAA T AT G C C T T G AC AT G T AG AAAT G GAG T T C T T 

>RXA02272 

GTGCGCATTACAAACGCCCAGGTTAAGAACTACGCAGAGTTAGTTGATATCACCATAGAG 
GGTGAAAAAATTTCCTCGATTACCCCCTCTTCAATTCGATCAGAAGAAGATCACCGCGCG 
GACGATTACGATGCCGCAGGAAGACTGGTCGCACCCCAGTTCGCCGAAGCACACATCCAC 
CTTGACTACGCAAACACCGCTGGAATCCCTCGCGAAAACTCTTCCGGCACACTTTTTGAA 
GCCATCGAAATCTGGGCCGACCGCAAGACCCAAGGCTTCCACATCAAAGAAGACATTAAA 
GCGAAGGCCCTCCAGGCAGCCCGTCGGGCAGCAGAACACGGCGTTGGTTTCATCCGCACT 
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CACGTAGATGTCACCGATCCCACGTTTGCTGGATTCGAAGCAATTGCGGAGCTGCGCGAT 
GAAGTCCGCGAGTGGTGCGATATCCAGATTGTCGCCTTCCCGCAAAATGGCATTTACGCC 
TACGAAGGTGGCCAGAAGCTAATCTCAGATGCAATGTCTGCAGGTGCAGATGTCGTTGGT 
GGCATCCCACACCTTGAACCCACCCGAGACGATGGCGTCGAGTCGGTGAAATGGCTGTTC 
G AC C T T G C AG AG AAG C AC T C A G C C C C CAT C GAT AT C C AC AC T GAT G AAAT T G AC GAT CCA 
CATTCCCGATTTGTCGAAGTCCTCGCCGCAGAAGCCGCAAAACGTGACATGGGCGCACAA 
ACCGTGGTGTCTCATTCTGTGGCGATGGCCTATTACTCACCTGGCTACATGGCGCGACTT 
TTACCCAAGCTCGCAGCATCAAAGGTTCGTTTTGCAGTATGCCCCAATGAAAACCTCCAT 
CTGCAAGGACTTGGTTTCCAAGGACCCGTCCCCCGAGGTGTTGCACCGGTAAAGCAACTT 
ACCGAATGGGGAATTCCAGTAAGTTTTTGCCAGGACTCACTCAATGACCCCTTCTACCCC 
ATGGGCGATGGAGATCTACTCCGCATTCTCGATTCTGGATTACACGTGTCCCACATGCTC 
ACAGCCAGCCACTTGAAGAATGCACTATCGTTCATCACCACCAATCCAGCCGGAAACCTA 
GGCCTGGACAATTACGACATTGCAGAAAACTCCCCGGCGAACCTGCTGGTTCTTGATGCG 
AGCAGCGAGAAGGAAGCTGTACAGAGAAAAGCTTCCGTACTTTTGAGCATCCACCGCGGC 
AAAAAGGTGCTCTCCAGGGAGCCCGAACAGGTGGACTGGAACATC 

>RXAO 22 7 2 -downstream 
TAACAGCCCAGTTGGGCCTCCTT 

>RXA022 81-upstream 

AAGATCAACAACGCCGCCGAGGTCAACTTGGAAATTATCACGTGAGGATTCTTGCATACG 
CCTATAAAAGCACAGTTTTGAATCCACAGGGCATCAGGGC 

>RXA022 81 

GTGCAGAAAGATAGTGTGGTGCGCATGGAAGCAACAACGATCGATGACGCAATCGCGAAG 
C T C AT T G AC AT C T AC G AC AC C T C G AC C AAAC TGG CCAAAGAAAC C C T C AAC AAT GAG G AC 
TACGCCGCATACGCCGATGTTGTTTACCCCAAACTCACCGTTGACGTGCTGGAATGGAAA 
CCCATCGACCGCACCGAACCCTTCGGCTATGTGGATCGAGCCGGGCGATACTCCGCCACC 
TTGTCCAAACCACGCGTGATTGAGCGTTACCTCCGCGAACAACTCGAGCGTCTCACCAGT 
AATTATCCCTGCAAGATTTACGTATCTGAGTCAGATATCCGCATCCCACCGGAGTACATT 
CGCGGCGCACCTTCCGCTACCGAAGCTCGCCGTGCTGGTGATGTTGCAGATATCATCCCA 
CGCCCCACCCTGGATGAAGTCCACGACGCAATTATCGACGGCGACTGGCACGCCTTCAAC 
GGCCCCGAACTCCCGCTTTTCCACTTCGGGCCGCAACGCTTCGACATCGCCTGCGCCCGC 
ATCGAGCACTACACCGGCATCAACGTGGAACACGTGCAGAAGTACATTCTGTTCACCAAC 
TACGCCATGCACACCACCGAGTTCGTGCATTTTGCCATGTCCGAACTCACCTCGGAAGAC 
TCCCGCTACGTGGGTCTATCCTTGCCAAACGGGCAGGTAATTGACCGAGAGACCGCCACC 
AGCCTCGGTACGGAAACCCTTGATCTGACTAGCCGTTTCCAAATGCCTCGTTACGATCTC 
ATCACCGAAGCCGGTGACGGTATTACCATTATCAACATCGGTGTGGGCCCATCCAATGCA 
AAAACTATCACCGACTGCCTTGCTGTGCTCCGCCCAGAAGCCTGGGTGATGATCGGCCAC 
TGTGCTGGCATGGACGCCCGCATGCGCATCGGCGACCTCATCCTTGGCAACGCCTACCAG 
CGCGAAGACCACATTCTGAATACCCGCATCCCACTTGGTAATCCGATCCCGGCAATACCA 
G AAAT C C AAAAAG C T C TAG AAG C C AG C G T C G AC G AAAT C T AC G GAT C C 

>RXA02281-downstream 
TAGTATTCTATAGTGTCACCTAA 

>RXA022 8 4 -upstream 

GGGATTATGTTGGGGGCCACATCTGAAAATAGTTGCTGGGATCCATCACACCTACGATGC 
GAAAC G G C AC C C AC AC C G C T GAT C T T G AAG GAG AAC C AC C 

>RXA022 8 4 

ATGACGTCGATGAATCTGCCTATTGAGTTGGCTACGCTGTCTGACCAGGCTGTGGACAAG 
GTGCGCTCCTGGCTGGAGTACAGCAAAAAGGAAAGCGTGCCCAATGCCGATGCGAAGCGT 
CTAGCTGCAGTGTTGCAGGATCCTAATGGTTTGGAATTCACGGTTGGTTTCGTGGATCGA 
GTGGTTCGAACTGAGGATCGTGAAGCGGCAGCGCATGCGTTGTATGAGTTGGGCAAGATT 
GCTCCGTCGACGATGTCCTTTTTGGATCGGGCGCAGATTCAGGCCGGTTCTTTGGTGGGG 
CGGGCGTTGCCGCAGGTTGTGGTTCCTGCGGCGCGGGCTCGAATCCGGCAGATGGTTGGG 
CACATGATTGTGGATGCCCGCGACAAGCAGTTCGCCAAGGCTGTCGCTGAGATTCAGTCG 
GATGGGCACCGCCTGAACATCAATTTGCTAGGTGAAGCGGTGTTGGGCCGAAAGGAAGCA 
GCGAAGCATTTGGATGACACGGTGCGGTTGTTGCGCCGTCCGGATGTGGAATATGTGTCN 
NNNNNNNTCTCTTCGGTGGCATCGCAGATTTCGATGTGGGGTTTCGAAGACACCGTTAAT 
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TATGTTGTGGAACAGCTGACACCTTTATATATAGAGCCCGCGCGGGCGCCGAAAGGCACG 
AAGTTCATCAACCTGGACATGGAGGAATACCGCGATCTGCGCCTGACTATGGAGGTGTTC 
AAGCGGCTGCTCTCCAATCCAGAGCTGCATGAACTAGAAGCCGGAATTGTGTTGCAGGCG 
TACCTTCCCGATGCCCTCGGTGCAATCCAGGACTTGGCGCAGTTCGGCCGCGAGCGC'GTC 
AACACAGGCGGGGCGGGCGTTAAGGTTCGCCTGGTCAAGGGTGCTAATTTGCCTATGGAG 
CACGTCCACGCGCAGATCACCGGCTGGCCAGTTGCCACAGAACCTTCCAAACAAGCCACC 
GATGCCAATTACAAGCGCGTCCTCTATTGGACGATGCGCAAAGAAAACATGGAGGGCCTG 
CGCCTGGGCGTTGCCGGCCACAACCTTTTCGACATAGCATTCGCACATTTGCTCTCTGTG 
GAGCGTGGGGTAGCGGACCGTGTGGAGTTCGAAATGCTGCAGGGCATGGCGTCCGATCAG 
GCGCGCGCCGTCAGCGTTGACGTCGGTGAGCTGCTGCTTTACGTACCAGCCGTGCGCCCA 
CAAGAATTCGACGTGGCCATTTCTTACCTCGTGCGCCGCCTCGAGGAAAACGCCGCGAGC 
GAAAACTTCATGTCCGCCATCTTCGACCTCGACGCCGACAACCCGTCCTTCAAGCGAGAG 
GAGAGCCGCTTCCGCGCCTCCATATCTGACCTCGCCACGCTCATCGACGTGCCCGCGCCC 
GGCCCCAACCACACACAAGACCGCAGCAAAGAGACGCTTCTCGACGCCCCCCTCGTCCCA 
TTTATCAACGAGCCCGACACCAACCCAGCGCTCATCCAAAACCAACAGTGGGCCACAAAA 
GCCGTCGCCACCGCAGCAGAGCCCGGTTGGTTGGAAAAACAAACAAAGCCGGAGGTGTTG 
GAAGAGGGGGACGTCGACAAGCTAATTAACGATGTGCGCGACGCTGCTGAAGCGTGGGCA 
GCGCGCCCAGCCCGTGAACGCGCTGAGATTTTGTACAAGACCGCCGAGATTTTGCGCGTG 
CGACGCGGACACCTGATCTCAGTGACGGCCGCGGAGGTGGGCAAAGCTGTGGAACAAACC 
GACCCGGAAATCTCTGAAGCCATTGATTTCGCCCGCTACTACGCGCATTTGGCCCTGGAA 
TTGGACGACGTAGACAATGCGGAATTCACCCCAGATCGCGTCGTTGTGGTGACCCCGCCC 
TGGAATTTCCCCATCGCGATCCCCGCTGGATCGACTTTCGCAGCACTCGCGGCGGGCGCT 
GGCGTGATCCACAAACCCTCAAAGCCTAGCCAACATTGCTCCGCTGCAGTGGTCGAAGCC 
CTCTGGGAAGCCGGCGTTCCCCGCGAGGTTCTGCATTGCATTTACCCAGCTAATCGCGAT 
GTTGGATGTGCGTTGATCAGCCATGAACACGTCGACCGCGTCATTTTGACCGGCTCCTCC 
GAGACCGCCGCGATGTTCTCCTCCTGGCGACCAGAACTCACCATCAACGGCGAAACCTCC 
GGCAAAAACGCCATCGTGGTCACCCCATCTGCCGACCGCGACCTCGCCGTCGCCGACCTG 
GTGAAATCCGCCTTCGGCCATGCAGGACAAAAATGTTCCGCAGCCTCCCTCGGCATCTTG 
GTAGGCAGCGTCTACGAATCAGAACGCTTCCGGAAACAGCTGGTAGACGCCGCATCCTCA 
CTCATCGTCGACTGGCCTACCAACCCCTCCGCAACCGTCGGACCACTCACCGAACTCCCC 
AGCGATAAACTCCACCACGCCCTAACCACCCTCGAAGAAGGAGAAAGCTGGCTGCTGAAA 
CCCCGACAACTCGACGACACCGGCCGACTCTGGTCACCCGGCATCAAAGAAGGCGTCAAA 
CCAGGAACCTTCTTCCACCTCACAGAAGTATTCGGACCAGTCCTCGGCCTGATGAAAGCC 
ACCGACCTCAATGAAGCCATCGAATTCCAAAACGGCAACGACTTCGGACTCACCGGCGGA 
CTCCAATCCCTCGACGCCGACGAAGTCCGCACCTGGCTTGACCACGTCGATGTCGGAAAC 
GCCTACGTCAACCGCGGCATCACCGGCGCCATTGTCCAACGCCAATCCTTCGGAGGCTGG 
AAAAAATCCTCCGTCGGCCTCGGATCCAAAGCCGGAGGACCCAACTATGTCATGCTCATG 
GGAACCTGGGCCGACGCGCCAAGCCACCACGCCCCACGCGAAACAAACCCGCTGATCAGC 
AAACTGGATCTCCCCGGAGAAGAGCTCGAATGGCTCGAAAAAGCCAACGCCAGCGATGAA 
ACAGCATGGAACACGGAATTCGGCAGCCCACGCGACCCCTCCGGCCTCGATGTAGAAGCC 
AAC AT TTTCCGCT AC C G AC C AGC A 

>RXA022 9 9-upstream 

ACGCGGGGGTTGTTGCCGGATCGAAATATTCCTTTCCTTGTCATCTCACGCTATGATTTC 
T AAAAC T T GC AG G AC AAC C C C CAT AAG G AC AC C AC AG G AC 

>RXA022 99 

ATGCTGCGCACCATCCTCGGAAGTAAGATTCACCGAGCCACTGTCACTCAAGCTGATCTA 
GATTATGTTGGCTCTGTAACCATCGACGCCGACCTGGTTCACGCCGCCGGATTGATCGAA 
GGCGAAAAAGTTGCCATCGTAGACATCACCAACGGCGCTCGTCTGGAAACTTATGTCATT 
GTGGGCGACGCCGGAACGGGCAATATTTGCATCAATGGTGCCGCTGCACACCTTATTAAT 
CCTGGCGATCTTGTGATCATCATGAGCTACCTTCAGGCAACTGATGCGGAAGCCAAGGCG 
TATGAGCCAAAGATTGTGCACGTGGACGCCGACAACCGCATCGTTGCGCTCGGCAACGAT 
CTTGCGGAAGCACTACCTGGATCCGGGCTTTTGACGTCGAGAAGCATT 

>RXA022 99-downstream 
TAGCGTTTTAGCTCGCCAATATT 

>RXA02311-upstream 

CATTTTGGGTATCGGTTGGTTGTCCATCGGTGGAGCTAAGGGCGCTAAGCATCGCAGCCA 
AATAACCTCCCACTAAAGCTCCTGGGTTAGACTCGAACGC 
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>RXA02 311 

GTGGCTAAAGCAGATTTAGACAAGGACCCCTTCGACGTAGCGTCAATGTTCGATGACGTC 
GGAAAGAACTACGATCTCACCAATACCGTGCTTTCTTTTGGTCAGGACCGTGTGTGGCGA 
AAGCGCACTAGGCAGCGCCTGGACCTCAAGCCAGGGGAGAAGGTGCTTGATCTAGCTGCA 
GGAACAGCCGTTTCCACCGTGGAGTTGGCAAAATCCGGCGCGTTTTGTGTGGCGTGTGAT 
TTCTCCCAGGGCATGCTCGCCGCAGGTAAAGACCGCGATGTGTCCAAGGTTGTGGGCGAT 
GGCATGCAGTTGCCGTTTGCAGACAACAGCTTTGATGCTGTGACCATTTCTTATGGTCTG 
CGCAATATTCACGATTTCCGCGCTGGCCTGAAAGAAATGGCCCGCGTGACTAAACCTGGT 
GGACGCCTCACCGTGGCGGAGTTCTCCACCCCCGTGATCCCTGTGTTCGGCACCGTGTAC 
AAGGAGTACCTCATGCGCCTGCTGCCCCAGGCGGCGCGCGCAGTATCGTCCAACCCGGAG 
GCCTACATTTACCTGGCTGATTCCATCCGCGCATGGCCTAGCCAGGCGGAACTAGCACGG 
GAGATCAACCAGAATGGTTGGTCAGATTGCGGTTGGCAGAACCTGACCTTCGGCATCGTC 
GCGCTGCACTCGGCGATTAAACCAGAGAAC 

>RX AO 2 3 1 1 - down s t r e am 
TAGTCGAGTCCCACAGAGGGGAG 

>RXA02 315-upstream 

CGTTTGGAAACGCTTGCTGCCAGCAAAGATAGGCGTGATTGGTGGTTTGAGCGCGTGCGT 
GAATCGTATCCGTACCTGGAGACGATCTAGACTGTTGTGC 

>RXA02 315 

ATGTCCAGCACGCCAGCTCAAGATCTTGCCCGCGCCGTTATTGATTCCCTCGCACCACAC 
GTCACTGACGTGGTGTTATGCCCAGGATCCAGGAACTCACCGTTGTCGCTTGAGTTGCTG 
GCGCGGCAGGATCTGCGTGTCCATGTGCGTATCGACGAGCGCAGCGCCTCATTTTTGGCG 
CTGTCCCTAGCGCGTACCCAGGCCCGGCCGGTGGCTGTGGTGATGACCTCCGGCACGGCT 
GTAGCTAACTGCCTGCCTGCTGTTGCTGAAGCTGCGCATGCCCATATCCCGTTGATTGTG 
CTCTCTGCTGACCGTCCTGCACATTTGGTGGGAACGGGGGCGAGCCAAACGATTAACCAG 
ACCGGTATTTTTGGTGATCTTGCACCGACGGTCGGTATCACTGAGCTGGATCAGGTAGCG 
CAGATTGCTGAAAGCCTTGCTCAGGGGGCTTCCCAGATTCCGCGTCATTTCAATCTTGCA 
CTTGATGTTCCTTTGGTTGCTCCTGAACTGCCAGAGCTTCATGGTGAGGCAGTTGGAGCA 
TCATGGACGCATCGCTGGATCAACCACGGTGAGGTGACCGTGGACCTGGGGGAGCACACC 
CTCGTGATTGCCGGTGATGAAGCATGGGAAGTGGAAGGGCTGGAAGATGTGCCCACCATC 
GCTGAACCTACTGCACCAAAGCCTTATAATCCGGTGCACCCACTGGCTGCTGAAATCTTG 
CTGAAGGAGCAGGTCTCCGCGGAAGGCTATGTGGTAAACACCAGGCCTGATCATGTGATC 
GTGGTGGGACACCCCACGCTGCACCGCGGAGTGTTGAAGTTGATGTCAGATCCTGGCATT 
AAATTAACTGTGCTTTCACGCACCGATATCATCACTGATCCCGGCCGCCATGCCGATCAG 
GTGGGCAGCACAGTGAAAGTCACCGGCACCCAGGAAAAGCAGTGGCTAAAGATCTGTTCG 
GCAGCATCAGAACTTGCGGCCGATGGTGTGCGTGACGTCCTGGACAACCAAGAATTCGGT 
TTCACCGGCCTCCATGTTGCCGCAGCCGTGGCGGATACCTTAGGCACCGGCGATACTCTC 
TTTGCTGCAGCATCCAACTCAATCCGTGACCTCTCCCTGGTGGGTATGCCTTTTGATGGC 
GTGGATACCTTCTCCCCACGAGGTGTCGCAGGCATTGATGGTTCTGTTGCTCAAGCAATC 
GGCACTTCACTTGCTGTGCAGTCCCGCCACCCCGATGAAATCCGCGCGCCACGCACTGTG 
GCCCTTCTGGGCGATCTGTCGTTCCTTCACGATATTGGCGGACTGCTCATCGGCCCTGAT 
GAACCACGCCCAGAAAACCTCACCATCGTGGTCTCCAACGACAACGGTGGCGGAATCTTC 
GAACTCCTAGAAACCGGCGCAGATGGTCTCCGCCCCAACTTCGAGCGTGCTTTCGGTACC 
CCACACGACGCGTCCATCGCGGATCTCTGCGCAGGCTACGGCATTGAACACCAAGTGGTA 
GACAACCTCCAAGACCTCATCATCGCGCTAGTTGATACCACCGAAGTATCCGGATTCACC 
ATTATTGAAGCTTCGACCGTCCGAGATACCCGCCGTGCACAACAGCAAGCTCTCATGGAC 
ACGGTGCAC 

>RXA02315-downstream 
TAAATGGAGTGGTACCAAGTGCG 

>RXA02318 -upstream 

GATATACGCCACGGTACCGCGTACAAAATCCCGAATATGATCATGGCCAAAGGAGGTCAG 
CAGTAAGCGCATGTGCGCCATTTTAAGGCAAGATGGGGCC 

>RXA02318 

ATGAATTCGCTTTTCGACGTCTCCCCACACTGGTCCTCCGCCAACGCCAAGCTCACCGCA 
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CATTTTAACACCGGAAAATTCTCCACTGGCATGAAATTTGTCAACCTCATTGCCGACTCC 
GCAGAAGAAGCCAACCACCACCCCGATATCCTTCTCACCTATGGTTTTGTGGAAATCACC 
CTCACCAGCCACGATGTGGGTGAGATAACCGACCGTGATGTCGCCCTAGCAAAAGTCATC 
G AC GC C C AC G C C AAG AC C T T G G C CAT T T C G G C AG A G G C T 

>RXA02 318-downstream 

T AAG G T T AAAGAT T AT GAGC AAC 



>RXA02319-upstream 

ATGTGGGTGAGATAACCGACCGTGATGTCGCCCTAGCAAAAGTCATCGACGCCCACGCCA 
AGACCTTGGCCATTTCGGCAGAGGCTTAAGGTTAAAGATT 

>RXA02319 

ATGAGCAACTACAGCACCGACAACCCTTTTGATCCCACCCAATGGGCCACCGTTCCAGGT 
TTTGAAGAATTCACCGACATCACCTACCACCGCCACGTGGGCACCACCCGCGCCGATGGC 
ATCGTGCGCATCGCCTTCGACCGCCCCGAAGTTCGCAATGCTTTCCGCCCCCACACCGTC 
GACGAGCTTTACCAAGCCCTCGACCACGCGCGCCGGACCCCAGATGTTGGAACCATCCTG 
CTCACCGGCAACGGCCCCAGCGAAAAAGACGGTGGCTGGGCGTTCTGCTCCGGCGGCGAC 
CAACGCATCCGCGGGCGCTCCGGCTACCAATACGCCACCGAACACGCGCGCGACGATGCC 
ACCGCTGATGTCTTCACGGTAGATATTGCCCGCACCAAAGTTGAAGGCGGACGCCTCCAC 
ATTTTGGAAGTCCAACGCCTCATCCGCACCATGCCTAAAGTTGTCATCGCAGTAGTCAAC 
GGCTGGGCAGCCGGCGGTGGGCACTCCCTCCATGTCGTTTGCGACCTCACCATCGCTTCC 
CGCCAAGAAGCACGCTTCAAGCAAACCGACGCTGACGTGGGATCCTTCGACGCTGGCTAC 
GGCTCCGCCTACCTAGCGAAAATGGTCGGACAGAAAAACGCCCGCGAAATCTTCTTCCTC 
GGACGCACCTACGACGCCGAACGCATGCAACAAATGGGCGCAGTCAACATCGTGGCCGAC 
C AC G G C G AC C T AG AAAAAG AAG C C AT C C AAG C AG C C C G C G AAAT C AAC AC C AAAT C C C C C 
ACCGGGCAACGCATGCTGAAATTCGCCTTCAATCTCACCGACGATGGCCTCATGGGACAA 
CAAGTCTTCGCCGGCGAAGCCACCCGCCTGGCCTACATGACGGATGAAGCCGTAGAGGGT 
AAG G AAGC AT T C C T AG AAAAG C G C G AAC C C AAC T G G AAT G AA T T C C C T T AC T AC T AC 

>RXA02 319-ciownstream 
TAGTGAGTTCATGGGGTCCTAAA 

>RXA02 34 5 

TTTGCTGCCATTGAATCAGTCGAAGATGCAGTGGGATTCTTCGAAGCAGTTGATGGCCAA 
GTTTGCCTCAAAGCACGCCGTGGCGGATACGACGGCAAGGGCGTATGGTTCCCAGCCGAT 
GTAGCAGAGCTTCAGTCGCTTGTGGCAGAGCTTCTCGACGGCGGCACCCCACTCATGGCA 
GAAAAGAAAGTTGCCCTCAACAGGGAACTGTCCGCCATGGTTGCCCGCACCCCAAGTGGA 
GAAACCAAAGCGTGGCCAGTCGTAGAATCAGTGCAGAAGAACGGTGTGTGTGCAGAAGCA 
ATCGCTCCCGCACCTGAACTATCCGCAGAACTGCAGGAATCCACCAGAGGATTGGCCCAG 
AAGATCGCCACGGAACTCGGCGTCACTGGTGTCTTGGCAGTGGAGCTTTTTGAAACCCTC 
GACCAAAACGGGCAGCCAGAGATCTTTGTCAACGAGCTCGCCATGCGTTCACACAACACC 
GGCCACTGGACTCAAGATGGCTGCGTGACCAGCCAATTCGAGCAGCACCTCCGCGCAGTC 
CTCGACTACCCACTGGGTGCTACCGACACTTTGGCTGATTACACCGTGATGGCCAACGTG 
CTCGGTGCCGACACCGACCCAGAGATGCCCATGGCAACCCGCATGGTGGAAGTGGGGCGC 
AAGTACCCAGATGCCAAGATTCACCTC TACGGC AAG GG AC ATCGCCCGGGACGAAAG ATT 
GGCCACGTCAACATGGTGGGATCCGACCTTGAAAAGACCCGAGCCGAAGCCCTGGCCTGC 
GCATACTTCCTTGTCAACGCTCGCTGGGAT 

>RXA0234 5-downstream 
TAGGTCTTTTCTGAGCGCTAGCA 



>RXA0234 6-upstream 

AAGCATTTCTCCAACACTTTTGATGGACAGATTAACGCTTAAAAGGCCTGTTATAGACTG 
AT AAAC C GAT AC G T AAC TTTCGCGCT T AAG GAG AAT T T C A 

>RXA02 34 6 

GTGGGTCCTCTAGTTGGTTTGATCATGGGTTCGGATTCGGATTGGGACACTGTAGCGCCA 
GCTGCAGAGGTACTCGCTGAGTTTGGCATTCCTTTTGAAGTCGGAGTTGTCTCTGCACAC 
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CGC 

>RXA02350-upstream 
ATACTAGGATCTCGACGGT 

>RXA02350 

TTGGATTCCTTGCTGTCCATCGTCCAGATGCCAGGCGGCGTTCCAGTCGCCACTGTCTCC 
ATCGGTGGCGCGAAGAATGCAGGCCTACTTGCCGTTCGTATTCTCGGTGCTGGTGATCCT 
TCTTTGGTCACGAAGATGGCCGATTACCAAGAGAATATGGCGAAGGAAGTTGAAGCCAAG 
GACGAAGCACTGAAGAAGCGCTTGCTCGGC 

>RXA0235 0-downstream 
TAATGAATCCGATCGTGGTGCTG 

>RXA0237 3-upstream 

AAAGTCATAGCTCATGGTAATTCAGTGTAGATAGGCGTACGGTGGGCTATCCAATTCATC 
TCAACCTAAGGCGCATTTTGGTGCGCATCAAGGAGAAAAT 

>RXA0237 3 

ATGTCTGTTGTGGGTACCGGCCTATTCTTTGGATCCCCGGAGGAAGAGCGGGATAAGTTG 
ATGCAATCTTTGATGGATCAGAAGAATAAGCTTTCGAAGTCTGAAGGTATCCCATTGGTC 
ACCTTGAATGATGGAAAAACCATTCCTCAGCTTGGTTTTGGTGTGTTCAAGGTAGATCCC 
GATGAAGCAGAGCGCGTAGTTACCGAAGCACTTGAGGTAGGTTACCGCCACATCGATACT 
GCTGCGATTTACGGCAATGAGGAAGGTGTCGGCCGAGCTATTGCTAAGTCCGGCATTCCT 
CGTGAAGAGCTGTTTATTACTACCAAGTTGTGGAACGATCGCCACCTGGATGTAGAAGCT 
GCTTTTGAGGAGTCTCTGCAGAAGCTGGGCTTGGATTATGTAGATCTGTACTTGGTGCAC 
TGGCCGGCACCGAAGAACGATAATTATGTTGCTGCATGGAAGGGCTTGGAAAAGCTCGGT 
GACCGTGCTCGTTCCATCGGTGTGTGCAACTTCCTGCCAGAGCACCTAGAAAAGCTGCTG 
GCAGAGGCAACCACTGTGCCTGCCATTAACCAGATTGAGCTGCACCCAGCTTTGCAGCAG 
CGCGATGCTGTTGAGGCATCTCTTGCAGCAGGCATCACTGTGGAGTCGTGGGGTCCTCTG 
GGACAGGGGCGTTTTGATCTTGGCGCTGAGGAACCAATCGCAGCTGCAGCGAAGAACCAT 
GGAAAGACCCCAGCTCAGGTTGTTATCCGTTGGCACCTGCAGAACGGTTTCGTTGTGTTC 
CCCAAGACTGTGACTAAGAGCCGCATGGTGGAAAACATCGACGTGTTTGATTTCGAACTC 
AGTGATGAGGAGATGGCTGCGATCACTGCTCTTGAGCGCAATGATCGTGGTGGTTCACAC 
C C GAAT G AT C T G AAC 

>RXA0237 3-downstream 
TAGAAATAAGGTAAGGCCCTGCA 

>RXA0237 5-upstream 

C T T T T CAGG TC T AC GT GTAT AC GAT GGT AACGC TAT GAAT GAT AC G C AG AAC AC AC C T G A 
AAGCGTTCGATTACGGGATAATCTCCCAACGCCAACCCAA 

>RXA02 375 

ATGGCGCCGGTGACAGGGCTTCCTGTCACCCCCTACAGCCAGGAAGCAAGCATCGGTGCG 
AGCTTCCCGGCAGTGGATCCGGACACCAAAGACAGCGCCGCATACGGACATGAATCCGGA 
ATGCGTGAGCGCATCTCCAACGCTAAGCGAGTGGTGGTGAAAATTGGTTCGTCCTCATTG 
ACTAACGATGAGGACGGACACACCGTCGATCCCAACCGCATCAACACTATTGTCAATGCC 
TTGCAAGCACGCATGGAAGCTGGCTCGGACCTCATCGTTGTGTCCTCTGGCGCAGTGGCC 
GCGGGAATGGCCCCGCTTGGATTGAGCACCCGGCCCACGGAATTGGCAGTCAAGCAGGCT 
GCAGCAGCAGTGGGGCAAGTTCACCTCATGCACCAGTGGGGACGTTCTTTTGCCCGGTAT 
GGTCGCCCCATCGGCCAGGTGCTTCTTACCGCAGCTGATGCAGGAAAGCGTGATCGTGCG 
AGGAATGCGCAGCGTACCATCGACAAGCTGCGCATTTTGGGCGCGGTTCCTATCGTCAAT 
GAAAATGACACCGTGGCAACCACCGGTGTGAATTTTGGTGACAACGACCGACTTGCTGCA 
ATTGTGGCGCACCTGGTGTCGGCTGATGCTTTGGTGCTGCTCAGTGACGTGGATGGACTT 
TTTGATAAAAACCCTACTGATCCCACCGCGAAGTTTATTTCCGAGGTTCGTGACGGCAAT 
GATTTGAAAGGTGTCATTGCCGGCGACGGCGGAAAAGTGGGCACCGGTGGCATGGCATCA 
AAGGTGTCTGCTGCACGTTTGGCTTCCCGAAGTGGCGTGCCTGTGCTGTTGACCTCTGCG 
GCAAACATTGGCCCAGCACTGGAAGACGCCCAGGTGGGCACTGTATTCCACCCCAAGGAC 
AACCGCCTCTCCGCGTGGAAGTTCTGGGCTTTGTATGCCGCAGATACTGCAGGAAAGATC 
CGACTCGATGACGGCGCGGTGGAAGCAGTGACCTCCGGTGGTAAATCTTTGCTGGCTGTG 
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GGCATTACTGAAATCATTGGTGATTTCCAGCAGGGTGAGATCGTGGAGATCTTGGGACCT 
GCCGGCCAAATCATCGGGCGAGGCGAGGTGTCCTACGATTCTGATACCTTGCAATCAATG 
GTTGGTATGCAAACGCAGGACCTTCCAGATGGCATGCAGCGCCCGGTAGTGCATGCAGAT 
TATCTGTCCAACTACGCCAGCCGCGCG 

>RXA02 37 5 -downstream 
TAAAGCGCGGGCCTGCTGGTGGC 

>RXA02 37 8 -upstream 

GAGCAGATGGCCACCGAGGTCGATGTGGTGGCTGGCTACTAGGCCTTTTATGGTGTGATC 
CGACACTGTTGCTTCTTAAGGGTCTGTATAGTGGGCAACC 

>RXA02378 

ATGAGTTCAACGACCCTAACTGATGACCAAATTCGCGACAATGAGCGGACCGAAGTTCTA 
GCTAAAGCAACTGCAGCTAAGAACATCGTCCCGGATATTGCAGTGTTGGGCACCGGACCG 
AAGAACGCAATCCTGCGTGCGGCGGCAGATGAACTCGTTGCACGCAGCGCAGAAATCATC 
GAAGCCAACGCTTCCGATATCGAAGCGGGTCGCGCAAACGGCATGGAAGAATCCATGATT 
GATCGCCTTGCCCTTGATGAATCTCGCATTGAGGGCATCGCTGGCGGTTTGCGCCAGGTT 
GCTGGCCTGACCGACCCAGTGGGTGAAGTACTGCGCGGACATGTCATGGAAAACGGCATT 
CAGATGAAGCAGGTCCGTGTGCCTTTGGGCGTGATGGGCATGGTCTATGAAGCCCGCCCT 
AACGTCACCGTCGACGCCTTCGGCCTGGCACTCAAGTCCGGAAACGTAGCTTTGCTGCGC 
GGTTCCTCCACAGCTGTGCATTCCAACACCAAGCTCGTGGAAATCCTGCAGGACGTACTC 
GAGCGTTTCGAGCTGCCACGCGAAACCGTGCAGTTGCTGCTTGCCAAACCCGCGGATCCG 
!;J TCCAAGATT 

P >RXA02 37 8 -downstream 

£* TGATCACCGGACGCG 

>RXA02 37 8 -upstream 

GAGCAGATGGCCACCGAGGTCGATGTGGTGGCTGGCTACTAGGCCTTTTATGGTGTGATC 
CGACACTGTTGCTTCTTAAGGGTCTGTATAGTGGGCAACC 

=■= =¥i 

>RXA02378 

HI ATGAGTTCAACGACCCTAACTGATGACCAAATTCGCGACAATGAGCGGACCGAAGTTCTA 
|"M GCTAAAGCAACTGCAGCTAAGAACATCGTCCCGGATATTGCAGTGTTGGGCACCGGACCG 
14 AAGAACGCAATCCTGCGTGCGGCGGCAGATGAACTCGTTGCACGCAGCGCAGAAATCATC 
p GAAGCCAACGCTTCCGATATCGAAGCGGGTCGCGCAAACGGCATGGAAGAATCCATGATT 
p GATCGCCTTGCCCTTGATGAATCTCGCATTGAGGGCATCGCTGGCGGTTTGCGCCAGGTT 
GCTGGCCTGACCGACCCAGTGGGTGAAGTACTGCGCGGACATGTCATGGAAAACGGCATT 
CAGATGAAGCAGGTCCGTGTGCCTTTGGGCGTGATGGGCATGGTCTATGAAGCCCGCCCT 
AACGTCACCGTCGACGCCTTCGGCCTGGCACTCAAGTCCGGAAACGTAGCTTTGCTGCGC 
GGTTCCTCCACAGCTGTGCATTCCAACACCAAGCTCGTGGAAATCCTGCAGGACGTACTC 
GAGCGTTTCGAGCTGCCACGCGAAACCGTGCAGTTGCTGCTTGCCAAACCCGCGGATCCG 
TCCAAGATT 

>RXA02 37 8-downstream 
TGATCACCGGACGCG 

>RXA02 38 0-upstream 

GCAGATTTTTGACGAAGTCGCATCGTGGATTGAAGCTGCCTAAAAACTCGCGAGGACGCA 
TGCTCAGCAAGGTGGTGTGCGAACACTATACTGTCCACTC 

>RXA02 380 

ATGACTACAACGGTGAAACGCCGCGCTCGCATTGGCATCATGGGTGGCACATTTGACCCC 
ATTCATAATGGTCACCTTGTGGCGGGCTCAGAGGTAGCGGATCGATTCGATCTTGATCTG 
GTGGTGTACGTTCCCACCGGACAGCCATGGCAAAAGGCGAACAAGAAAGTCAGCCCAGCG 
GAAGATCGTTACCTGATGACGGTGATCGCCACTGCCTCTAATCCACGGTTTATGGTATCG 
CGGGTTGATATTGATCGGGGAGGGGATACTTACACGATCGATACCCTGCAAGATTTGAGC 
AAGCAATACCCGGACGCCCAGCTGTACTTCATCACCGGTGCCGATGCACTGGCACAGATC 
GTGACGTGGCGCGATTGGGAGAAAACCTTCGAACTTGCCCACTTCGTTGGAGTGACTCGA 
CCCGGTTATGAATTGGATGGAAACATCATTCCGGAAATGCACCAAGATCGAGTCTCATTG 
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GTGGATATCCCCGCCATGGCTATTTCCTCCACGGACTGCAGAGAACGCTCCAGCGAAGAA 
CGCCCTGTTTGGTATCTTGTCCCTGATGGCGTGGTGCAATACATTGCCAAACGCCAACTC 
TAT C G AC C T G AAG GAT C C G AT AAG GAT AT G GAT C C C AAG G G C C AAAAC C AAG C A 

>RXA02 38 0-downstream 
TAAAT C T AGTCAAAAGTT T CAAC 

>RXA02 382 

CCCACCATTGAAACCGGCACCGGCAACTGCCACTTCTACATCGATGCCGAAGCCAAGCTT 
GATCAGGCAATCGCCATGGTCATCAACGGCAAGACCCGCCGCTGCAGCGTGTGCAACGCT 
ACTGAAACCGCGCTTCTCGACGCCGCCCTCAGCGACTCAGACAAGCTTGCAGTCGTCCAG 
GCGCTCCAGGAAGCAGGAGTCACAATTCATGGACGGGTGGCCGAATTGGAAGCATTCGGT 
GCAACCGACGTGGTGGAAGCAACTGAAACTGACTGGGATTCTGAGTACCTGTCCTTCGAT 
ATCGCTGTCGCTGTGGTTGACGGTGTGGATGGAGCTCTGGCACACATCGCTAAGTACAGC 
ACCAAGCACACCGAAGCGATCGCCACCCAAAACATTGAAACCGCTCAGCGCTTTGCAGAT 
CGCGTCGATGCAGCAGCGGTGATGATAAACGCATCCACCGCCTACACCGATGGGGAGCAG 
TACGGCATGGGCGCGGAGATCGGCATTTCCACCCAGAAACTGCATGCACGTGGACCAATG 
GCCCTGCCAGAGCTGACCTCCACCAAGTGGATTCTGCAGGGCACAGGACAAATTAGGCCT 

>RXA0 2 3 82-downstream 

T AAG T T T G AAG AAG TAAT C AAG C 

Q >RXA024 00-upstream 

^3 AGGTGCCCCCAACGTTGCCTGTTGACTGCAAATTTTCCGAAAGAATCCATAAACTACTTC 
P TTTAAGTCGCCAGATTAAAGTCGTCAATGAAAGGACATAC 

m >RXA02 4 00 

^.f ATGTCTATTTCCCGCACCGTCTTCGGCATCGCAGCCACCGCAGCCCTGTCTGCAGCTCTC 

J GTTGCGTGTTCTCCACCTCACCAGCAGGATTCCCCAGTCCAGCGCACCAATGAGATCTTG 
ACTACTTCTCAGAACCCAACTTCTGCGAGCAGCACCTCAACCTCTTCCGCAACGACTACT 

M TCCTCAGCTCCTGTGGAAGAGGACGTAGAGATCGTTGTTTCACCAGCAGCGTTGGTGGAC 

^ GGTGAGCAGGTTACCTTCGAAATCTCTGGACTTGATCCAGAGGGCGGCTACTACGCAGCG 

Q ATCTGCGATTCCGTAGCGAACCCTGGTAACCCAGTTCCTTCTTGCACCGGCGAAATGGCT 

V* GATTTCACGTCCCAGGCATGGTTGAGCAACTCCCAGCCCGGCGCGACTGTAGAGATCGCA 

ry GAAGACGGCACCGCAACTGTGGAGCTTGAAGCTACCGCAACCGGCACTGGCTTGGACTGC 

l-i ACCACTCAGGCTTGTGTAGCGAAGGTCTTCGGCGATCATACCGAAGGTTTCCGCGATGTT 

r * GCTGAAGTCCCAGTTACTTTGGCAGCCGCT 

>RXA02 4 00-downstream 
TAAGTTTTCTTAAAACGCACTCA 

>RXA02 4 05-upstream 

ATTATGAAGCCATCGGAGTTGGTGTGGCCTACAAGGGTGATCATGCGTGGATAGTGGTGG 
AGTTCACTGTAGCTCCCGCTGATTCCGTAGAATCAACAGA 

>RXA02 4 05 

GTGAATACCAATCCGTCTGAATTCTCCTCAAACCGTTCAACAGCTCTCCTTACTGATAAA 
TATGAGCTGACCATGCTTCAAGCAGCGCTCGCTGATGGTTCTGCAGAACGCCCCTCAACG 
TTTGAGGTCTTTAGCCGCCGCCTCCCCAACGAGCGCCGATACGGTGTCGTCGCAGGAACA 
G C AC GAG T G C T G AAG GC G AT T C G T G AC T T T G T AT T C AC AG AG G AAC AAC T C G C C GAT C T T 
GACTTTTTAGACGACCGTACCCTGGAATACCTCCGCAACTACCGATTCACCGGCCAAGTT 
GATGGCTACCGCGAAGGCGAAATCTACTTCCCGCAGTCCCCTCTTCTGACTGTGCGTGGC 
ACGTTTGCAGAATGCGTCATCCTAGAAACTGTCATTTTGTCCATCATGAATGCAGATTCT 
GCCGTCGCTTCCGCCGCTGCGCGCATGGTCACCGCAGCTGATGGTCGCCCCATCATCGAA 
ATGGGATCCAGGCGCACCCACGAATACTCGGCAGTCACCGCATCCCGCGCAGCATACCTC 
GCTGGATTCTCCACCACCTCCAACCTCGAGGCGGCCTACCGCTACGGAATTCCAGCATCC 
GGAACCTCCGCCCACGCATGGACTTTGCTGCACATCAACGATGACGGCACCCCCAACGAA 
GCAGCAGCTTTCAAAGCACAGGTTGAATCCCTCGGCGTGGACACCACCTTGCTGGTAGAT 
ACTTATGACATCACCCAAGGTGTGGCCACCGCCATTGAAGTTGCAGGTCCA 

>RXA02 4 32 -upstream 



Appendix A, page 100 



Attorne ketNo.: BGI-121CP 



C ACG T GAT T CAT T T G T G AC C AAC AAC C G AAAC T GAG C C AG AAG AC T G T C AAT CCCCTGCT 
GTGCACATAACAACTGCAGCTAGTTGATACGCTAGAGCGC 

>RXA02 4 32 

AT G T C G AAG C AG C AC T C C AC AC CAT T AAAC AAT GAT G AAG AAC AC AC TTCCGCTCCT C AA 

AAGGTTGCGGTAATCACCACGGGCGGAACCATCGCCTGTACTTCCGACGCAAATGGGCAT 

CTGCTTCCCACCGTCAGCGGTGCAGACCTGCTTGCGCCAATCGCACCACGGTTCAATGGA 

GCGCAGATCGCTTTCGAAATCCACGAAATCAACCGCCTTGATTCCTCCTCCATGACGTTT 

GAGGATCTCGATTCCATCATCGCCACGGTTCATAAGGTGTTGGAGGATCCGGATGTTGTT 

GGCGTAGTAGTTACCCACGGCACCGATTCCATGGAAGAGTCCGCCATCGCCGTAGACACC 

TTCCTTGATGATCCCCGCCCAGTCATTTTCACCGGCGCCCAAAAACCCTTCGATCATCCC 

GAAGCCGACGGCCCAAACAACCTTTTCGAAGCCTGCCTCATCGCATCCGACCCCTCCGCT 

CGCGGAATTGGTGCACTCATTGTCTTCGGTCACGCCGTCATCCCTGCTCGCGGCTGCGTT f ' 

AAATGGCACACCTCTGATGAGCTGGCGTTTGCAACCAACGGCCCTGAAGAACCAGAGCGC 

CCCGATGCGCTGCCCGTAGCTAAATTGGCGGATGTCTCTGTCGAAATCATCCCCGCATAC 

CCTGGTGCCACCGGCGCAATGGTGGAAGCTGCCATCGCTGCCGGTGCTCAAGGACTTGTA 

GTGGAAGCAATGGGATCAGGCAATGTTGGTTCCCGCATGGGTGATGCCCTAGGTAAAGCA 

CTTGACGCTGGAATTCCCGTGGTGATGAGCACTAGGGTTCCTCGTGGTGAAGTATCCGGA 

GTGTATGGCGGTGCAGGTGGAGGTGCGACTTTGGCTGCGAAGGGCGCTGTGGGATCTCGC 

TACTTCAGAGCTGGTCAGGCACGTATTTTGCTCGCGATTGCCATTGCGACGGGCGCACAT 

CCGGTGACGCTTTAC 

^5 >RXA02 4 32-downstream 

!;S TAATTTCGCCCTTGGTCTTGCAT 

J;? >RXA02 4 58-upstream 

I- TTGCGGAGCCACGACTGATCGGTCAAGTGCTATCTCGGTTGCATCAATAAGCGAATCACC 
M GGTGGTGAACAAAACAAATCTTCCACACATAACATCTATT 

lij >RXA02 4 58 

ATGGTCTTTGTGTCTGATTCGTCTATCTCTTTGCCCATTTGGGATGCTCCGCGCGCTCGC 
GGCCCCATAGTCTCGGACCTGGCTATCCCTGGTTCCAAGTCGATCACCAACCGCGCCCTC 
ATCTTGGCTGCGCTCGCATCAACTCCATCCACCATCATTGATGTCCTTCGTAGTCGTGAT 
!;:! ACCGATCTCATGACTGATGGTCTACGCAGCCTCGGAATCACCATTACTGAAGAGGCAGTC 
I M GATCGCTACCGCGTTGAGCCCGGACAGTTGTCTGCTGGCTCCGTTGAGTGTGGTCTTGCT 
W GGTACGGTCATGCGCTTTTTGCCTCCTGTTGCTGCTTTCGCTGATGGTCCTGTTCATTTT 
p GATGGCGATCCTCAAGCTCGTGTTCGTCCGATGACCAGCATTTTGGATGCGCTGCGTTCG 
p CTTGGTGTGGAGGTAGACAACAACAATCTGCCTTTCACTGTTAATGCTGGTGAGGTCCCT 
GAGGGTGGCGTGGTTGAGATTGATGCTTCCGGCTCATCTCAGTTTGTTTCTGGTCTTTTG 
CTTTCAGCGCCTCGTTTTAAAAATGGCGTCACCGTTAAGCACGTCGGTGGTCGTCTGCCG 
AGCATGCCGCATATTGAGATGACCGTCGATATGCTTCGTTCCGCAGGCATTGAGATCGAA 
GAGTCAGAAAATCAGTGGGTTGTTCATCCTGGTGAGATCTTGGGTCGGACCTGGCGCATT 
GAGCCGGATCTTTCTAATGCGACTCCGTTCCTAGCTGCCGCTGCGGTCACTGGTGGAACC 
ATCAAGATTAACCACTGGCCAATCAAAACTACTCAGCCTGGCGATGCTATTCGTTCGATT 
CTTGAGCGCATGGGCTGCGAAGTTGAGCTGGTTGCTCAGGGTGAAGGTTACGATCTGTCG 
GTGACTGGTCCGGTTGCTCTCAAGGGCATTGAGATCGATATGTCCGATATCGGTGAGTTG 
ACCCCTACCGTGGCGGCGTTGGCTGCGTTGGCGTCGACAGAGTCTCGTTTGACCGGTATT 
GCTCATCTTCGTGGCCATGAGACGGATCGTTTGGCTGCGTTGACTGCGGAGATCAACAAA 
CTTGGTGGAAAGTGCACTGAGCTTAAGGATGGTCTGTTGATTGAGCCTGCGTCGCTGCAC 
GGTGGTGTGTGGCATTCATATGCTGATCACCGTATGGCTACTGCTGGTGCGATCATTGGC 
CTCGCGGTTGATGGCGTTCAGGTTGAAGACATTAAGACCACTTCCAAAACTTTCCCTGGT 
TTTGAAAATGTTTGGGAGGAGATGGTTGGC 

>RXA02 4 58 -downstream 
TAGACGCAGCTATGACGAATCCG 

>RXA024 69-upstream 

CG TCG AAAAG C AGT AG TAAAGCAGCAGGAAGGTGGTGGAAAGAGC AAT TG AG GTACCCTT 
GCCGTGTTCAGGGATAACTGATTAATCAACTAGGAGACCC 

>RXA024 69 
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ATGCGTTTTCTTAACAATTCCAATCCGCCCTATGAGCTGACATATTCCGATGTGTTTATG 
GTGCCTTCGCGTTCTGACGTAGGCTCCCGCATGTCCGTGGATCTGCGCACCAATGACGGA 
ACTGGAACAACCATCCCGCTCGTTGTGGCAAACATGACTGCTGTTGCTGGCCGACGCATG 
GCTGAGACCATTGCGCGCCGCGGTGGCATGGCGATTCTTCCGCAGGATGTGCCCGCCGAT 
ATTGCTGCAGAGACTATCGCGAATGTGAAGAAAGCGGACCTGGTTTTTGATACCCCAATT 
ACCGTAAAACCGCACCACACCGTGGGTTATGCACGCAACTTGATCCACAAGCGTGCGCAC 
GGTGCAGCCATTGTTTTGGAGGGCGATCAGCCGGTCGGCATCGTCACCGACAAGGACCTC 
GAAGGCGCAGACAACTTCACTCAGGTGGGCACCCTCATGTCCACCTCCCTATTGACGCTG 
CCTGAGGATATTTCCCCCGAAGACGCCTTCGGAATCCTCCACGAACACAGCCGCAAACTC 
GCCCCCGTCGTCGCGGCTGACGGCTCACTCCGCGGCATCCTCACCCGCACCGGCGCCCTG 
CGCGCCACCATGTACAAGCCGGCTATCGACGCCAACGGCCGCCTGCGAGTCGGCGCCGCC 
ATCGGCATCAACGGCGACATCGAAGGACGCACCAAAACGCTTCTCGACGCCGGCGCCGAC 
GTTCTAGTCGTCGACACAGCACACGGCCACCAATCCACCATGATCAGCGCCCTCAAACGC 
ATCCGCGCACTCGACGTCAACGTCCCCATCGTTGCTGGCAACGTGGTCACCGCCGATGGT 
GTCCGCGACCTAGTTGAAGCAGGCGCAAACATCATCAAGGTAGGCGTTGGACCAGGCGCA 
ATGTGCACCACCCGCATGCAAACCGGCGTTGGCCGACCACAGTTCTCCGCAGTGCTGGAA 
TGCGCAGCCGAAGCCCGCAAACTCGGCGCACACGTATGGGCAGACGGCGGAGTCCGCGAC 
CCCCGCGACGTCGCCCTGGCACTCGCAGCTGGCGCCTCCAACGTGATGGTCGGATCCTGG 
TTCTCCGGAACCTACGAATCCCCCGGCGACCTCCGCTTCGAATCCGACGGACGCATGTAC 
AAAGAATCCTTCGGTATGGCATCCCGGCGCGCCGTGGAAAGCCGAAACCAAAAGGTCGAA 
GCTTTCGAAAAAGCACGCCGCGCAATGTTCGAAGAAGGCATCTCCACTGCCCGCATCTAC 
_ ATTGACAAACGCCACGGCGGAGTCGAGGACCTGGTAGATCAAATCATCTCCGGTGTCCGC 
\? TCCTCATTCACCTACGCAGGCGCCGATTCGATTGAAACCTTCTTCGAACGCGCCACCGTC 
^3 GGAGTTCAATCCACCGAAGGCTACGCAGAAGGAAAGCCACGCGCTTCGCGT 

t3 >RXA024 69-downstream 

i;fl TAAGTGTTGTTGTGCCTTTGAGA 

„i >RXA024 7 9-upstream 

ATACATCTCACCCAATTCCCCATAACTAGACAATTGCCCAGCAACGACTGATAAGTCTCC 
AATGTCGTGTTCCGCGCTCAGACATGAGACAATTGTTGCC 

>RXA024 7 9 

GTGACTGAACTCATCCAGAATGAATCCCAAGAAATCGCTGAGCTGGAAGCCGGCCAGCAG 
I'!,! GTTGCATTGCGTGAAGGTTATCTTCCTGCGGTGATCACAGTGAGCGGTAAAGACCGCCCA 
Sj,! GGTGTGACTGCCGCGTTCTTTAGGGTCTTGTCCGCTAATCAGGTTCAGGTCTTGGACGTT 
O GAGCAGTCAATGTTCCGTGGCTTTTTGAACTTGGCGGCGTTTGTGGGTATCGCACCTGAG 
i-% CGTGTCGAGACCGTCACCACAGGCCTGACTGACACCCTCAAGGTGCATGGACAGTCCGTG 

GTGGTGGAGCTGCAGGAAACTGTGCAGTCGTCCCGTCCTCGTTCTTCCCATGTTGTTGTG 

GTGTTGGGTGATCCGGTTGATGCGCTGGAT 

>RXA024 97-upstream 

TCGATGCCGCCGCTGGCGAAGACTCGGGGAAACCTAAAAATACCGAAGAAGAATTTGACC 
GATTCACACTTTGCCACCCTAGACCGTCTAACCTTTAGGT 

>RXA024 97 

GTGAGATTAGGTGTATTAGATGTGGGCAGCAATACTGTCCACCTAGTTGCAGTAGACGCG 
CGTCCCGGTGGACACCCCACCCCGATGAGCAATTGGCGTACCCCACTGCGCCTTGTTGAG 
CTTCTTGATGACTCCGGGGCGATCTCCGAAAAGGGCATCAACAAACTCACCTCAGCAGTC 
GGGGAAGCAGCAGACCTAGCGAAAACGCTCGGCTGCGCTGAACTGATGCCATTTGCTACA 
TCGGCAGTCCGCTCCGCCACCAACAGCGAGGCAGTGCTCGACCACGTGGAGAAGGAAACC 
GGCGTCCGCCTGTCCATCCTTTCCGGTGAAGACGAAGCACGCCAAACTTTCCTCGCAGTT 
CGACGTTGGTATGGATGGTCCGCAGGGCGCATAACTAACCTCGACATCGGTGGCGGCTCC 
CTGGAACTATCCTCCGGAACCGACGAATCCCCAGACCTCGCGTTCTCACTGGATCTGGGT 
GCGGGCCGCTTGACCCACAACTGGTTCGACACCGATCCACCGGCACGTAAGAAAATCAAC 
CTCCTGCGCGATTATATCGATGCGGAACTTGCAGAACCCGCCCGCCAGATGCGCACCCTA 
GGGCCCGCGCGCCTGGCAGTGGGAACATCCAAAACTTTCCGCACCCTGGCACGACTGACT 
GGTGCTGCGCCCTCATCCGCAGGACCACACGTCACCCGAACCCTCACCGCGCCGGGTCTG 
CGCCAGCTGATCGCATTTATCTCACGAATGACTGCGGCGGACCGCGCTGAGCTGGAAGGT 
ATCAGCTCGGATCGGTCACATCAGATCGTGGCAGGTGCGCTAGTTGCGGAAGCTGCGATG 
CGTGCGTTGGATATTGACAAGGTAGAAATTTGTCCGTGGGCACTTCGTGAAGGTGTGATC 
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C T C AC C AG GAT C G AC AAAG G AC T C GAG 

>RXA024 97-downstream 
TAACATTTACCCGGAAAGGAGTT 

>RXA024 99-upstream 

CCTGGTCATGACGTTCGGGCCGCTGGCAATCGTCATGTAATTTGTCGTTTTGGGCCCCCG 
CTGCTGCAAAACAGGGGTGGTTAGTGGCAGTGTGGGAACC 

>RXA02 4 99 

ATGACAACAATTGCTGTAATCGGCGGCGGACAAATCGGCGAGGCTTTAGTCTCAGGTTTG 
ATCGCGGCCAACATGAATCCACAAAATATTCGCGTCACCAACCGTTCGGAAGAGCGCGGC 
CAAGAGCTGCGTGACCGCTACGGCATCCTCAACATGACGGATAATTCCCAAGCCGCAGAC 
GAAGCCGACGTGGTGTTCCTGTGCGTGAAGCCGAAATTTATCGTCGAAGTGCTCTCCGAA 
ATCACCGGCACTTTGGATAACAACTCCGCACAAAGTGTTGTGGTCAGCATGGCCGCAGGC 
ATCAGCATCGCTGCCATGGAAGAAAGCGCCTCTGCGGGGCTCCCCGTCGTGCGCGTCATG 
CCG7VACACTCCAATGCTCGTGGGCAAGGGCATGTCGACTGTCACCAAAGGCCGCTACGTT 
GACGCGGAACAGTTGGAACAAGTCAAGGACTTGTTGAGCACCGTTGGAGACGTCCTCG^ 
GTCGCGGAATCAGACATCGACGCAGTCACCGCGATGTCCGGATCCTCCCCTGCATACCTG 
TTCCTTGTGACCGAAGCGCTCATTGAGGCAGGAGTTAATCTAGGCCTGCCCCGCGCGACC 
GCTAAAAAGCTCGCTGTGGCCTCATTCGAAGGTGCTGCAACCATGATGAAGGAAACCGGC 
AAAGAACCCTCAGAATTGCGCGCAGGCGTTTCCTCACCCGCAGGCACCACCGTCGCAGCC 
ATCCGAGAACTCGAAGAAAGCGGAATCCGAGGCGCTTTCTACCGCGCAGCCCAAGCTTGC 
GCCGACCGATCTGAAGAACTCGGAAAGCGC 

>RXA024 99-downstream 
TAGAAACCGTTATTTCCCCGTTA 

>RXA02 501-upstream 

CGCCCCGAAAGCTTTACCATGGATACGATACTCAATGGAGATATCCATTATCGGTTTGGC 
GTCTGTGCGCTCATGAACCAGGAAGGTTTTTGTTTGTCTC 

>RXA02501 

ATGAGCTCTGAAGGAAGAAACCACAACTGGGACTACGCCGCCATCGGCACCCCAGAGGAT 
TTCCTCGCCAGCTGGAGCGCATCCCGCGGAAATCTACGACGCTTTTTCGAAGACCACGCA 
GCCGCCCCCATAAACGATGCCGCCCAGCGCCAAGCAGGTGAAGCCGCAGCAACCCAAGCC 
GTCGCAGCGATCTACGGCATGGAGCTCAACGAATTCAACGCAGGTGTCGACGCCGTCGCC 
GGCGCCATCGAATCTGCCGGCGCCATCCACGTCAGCATCCCCGATCCCGATGTCCCCCAA 
GATGTCGGAGCCGCAGCATTTTTCGACGTCGACAACACCCTCATCCAAGGCTCCTCCCTC 
ATCGTTTTCGCCCAAGGACTCTTCCGGAAGAAATTCTTCACCATCAAAGAAATCCTCCCC 
GTGGTGTGGAAACAAGTGAAATTCAAACTCACCGGCTCCGAAAACGCCGACGACGTCTCC 
CGCGGCCGCGAACAAGCCCTCGAATTCATCAAAGGCCGCCCCGTCCAAGAACTAGTTGAC 
CTCTGCGAAGAAATCGTCGACCAACGCATGGCCGACAAAATGTGGCCCGGCACCAAACAA 
CTCGCCGACATGCACATCGCCGCCGGCCACCAAGTCTGGCTCGTCTCCGCAACCCCCGTC 
CAACTCGCCCAAATCCTGGCACAACGCCTCGGCTTCACCGGAGCGATCGGCACAGTCGCA 
GAAGCAAAAGATGGAGTATTCACCGGCCGACTCGTCGGCGACATCCTCCACGGACCCGGC 
AAAAGACACGCAGTCGCAGCACTCGCATCCATCGAACAACTCGACCTCACCCGATGCACC 
GCCTACTCCGACTCCATCAACGACCTCCCCATGCTCTCCATGGTCGGCACCGCCGTCGCA 
GTAAACCCCGACTCCAAACTCCGCAAAGAAGCCGAAACCCGAGGCTGGGACGTCCGCGAT 
TTCCGAAGCATCCGCAAAGCCACCCGCGAATACGGAATCCCCGCCCTGGTCACCGCCGCA 
TTCAGTGTCGCCGGCTGGAGTCTACGCCGCCGATGGAGAAAACAA 

>RXA0 2 501 -downs t ream 
TAACGCACAGGAGCCGTTTTAAG 

>RXA025 03-upstream 

GCAGCACCGGCAACCACGTCCGTCAACGCGTCAG7^ACTGCCGGATGCGGGTATCGTCGCA 
TTCGTGAACGCACCTTCTGCCACACAAACGAGGGAGTAAC 

>RXA02503 

ATGACCTTAAAAATTGGTACCCGAGGATCCAAACTTGCCACCACCCAAGCTGGCACCATC 
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CGCGACCAGCTGAAACACTACGGACGCGACGCTGAACTGCACATCGTGACCACCCCTGGT 
GATGTCAACATGTCCCCAGTCGAGCGTATCGGCGTCGGCGTGTTCACCCAGGCGCTGCGC 
GATGTGTTGCATTCCGGTGAATGCGATGTGGCTGTGCACTCCATGAAGGATCTGCCGACC 
GCCACCGATCCTCGATTCCACCTGGTCGTGCCAACTCGTGCGGACTCKCGCCGAGGSCCT 
TATCGCCCNCGACGGSCTGANTTTKGGTTRAGCTTYCAAAARGSGSAAAGGTGGGAACTT 
TCCGCTCCTCGACGCATCTCCCAGCTCAAGGCAATCCGCCCTGACCTGGAGATTCTCCCA 
CTTGCGCGGAAACAT 

>RXA02 503-downstream 
TGACACCGGCATGGGCAAGGTCA 



>RXA02504 -upstream 

GCATCTCCCAGCTCAAGGCAATCCGCCCTGACCTGGAGATTCTCCCACTTGCGCGGAAAC 
ATTGACACCGGCATGGGCAAGGTCACCTCCGGTGAACTCG 

>RXA02 504 

ATGCTTGTGATGCTCGCCTACGCAGGCCTCACCCGCGTCGGCATGCAGGACCGCGCAACG 
GAAGTTTTCGACGCCGACATCATCATGCCCGCCCCCGCACAGGGCGCACTTGCGATCGAA 
TGCCGCGCCGACGACACTGAAACCGTCCGCGCGCTCAACATGCTGATGCACGCCGACACG 
TTTGTTTCCGCGGTTGCAGAACGCACCGTGCTCAACCGCCTCGAAGCTGGCTGTACCGCG 
CCTGTCGCAGCGCACGCCACCTTGGACGGCTACTCCGGCGACACCATGACTCTCACCGCC 
GGCGTCTACGCACTTGACGGCTCTGACCAGCTGGTATTCTCCGCCGAAGGTGACGGCGCC 
CGCCCAGAAGAGCTCGGCGAGCTCGTTGCACAACAGCTTATCGACGCCGGAGCCGCCAAT 
TTGCTCGGCGACCGCAGC 

>RXA02 504 -downstream 
TAATTAGGGCCCGAAATTTCCAT 

>RXA02 516-upstream 

TTCATTCACGTTTTCGCGAATGGCCAGATTGTGACCACCGGTGGCGCTGAGCTTGCTGAC 
AAGCTCGAGGCTGACGGCTACGACCAGTTCATCAAGTAAC 

>RXA02 516 

ATGTCCGATTTCCTCAATGCAGATGGATCCCTCAATGTGGATAAGGTGCGGGAAGAATTC 
CCAATCCTGAAGCGCACTGTTAGGGATGGGAAACCGCTTGCTTACCTGGACTCAGGTGCG 
ACATCGCAGCGACCCGAGCGGGTGTGGCGTGCAGAGGAGCACTTTGTGCTGCACACCAAC 
GCCCCCGTGCACCGCGGTGCCTACCAACTGGCTGAGGAAGCAACGGATGCTTATGAAGGT 
GCCCGCGAGAAGATCGCTGCCTTTGTTGGTGCCGAGCAGCATGAAATTGCGTTCACTAAG 
AATGCAACTGAAGCACTCAATCTTGTTGCGTACACCTTGGGTGATGACCGTTCCGGTAAG 
TATCGTGTCCAGGCCGGGGATACCGTGGTCATCACGGAGCTAGAGCACCACGCAAACTTG 
GTGCCATGGCAGGAGCTGTGCCGTCGAACCGGTGCGACATTGAAGTGGTACAAGGTGACT 
GAAGATGGTCGCATTGATCTCGATTCACTCGAGCTTGATGAAACTGTCAAGGTCGTTGCC 
TTCACTCACCAGTCCAATGTGACCGGTGCTGTGGCTGATGTTCCAGAGTTGGTTCGTCGT 
GCCAAGGCTGTCGGCGCTCTCACGGTGCTTGATGCGTGCCAGTCTGTTCCTCATATGCCA 
GTGAATTTCCACGAGCTGGATGTAGATTTCTCTGCATTCTCTGGCCATAAGATGCTGGGA 
CCTGCAGGCGTGGGCGTTGTGTATGCAAAGTCCCCAATCTTGGATGAACTGCCACCATTT 
TTGACTGGTGGTTCCATGATTGAAGTTGTCACCATGGAGGGTTCCACCTACGCTGCCGCA 
CCTCAACGTTTTGAGGCCGGCACGCAGATGACCAGCCAGGTTGTGGGCTTGGGTGCTGCC 
GTGGACATGCTGAATGAAATCGGTATGGAAGCAATCGCAGCGCATGAGCACGCATTGACT 
GCTTACGCGTTGGAAAAGCTCACGGCAATTAAGGGACTAACCATTGCTGGTCCTTTGACT 
GCAGAGCAGCGCGGCGGTGCAAT CAGCTTCGGTGTCGAGGGCATTCACCCACACGATCTA 
GGCCAAGTGCTTGACGATCAGGGCGTGAATATCCGCGTCGGCCACCACTGCGCGTGGCCC 
GTGCACCGCAGCATGAACGTACAATCGACAGCAAGAGCATCTTTCTATCTCTATAACACC 
TTCGAAGAAATCGACCGCCTCGCGGCAGCGATCGAGAAGGCCAAGCAATTCTTTGGAGTT 
GAG 

>RXA02 516-downstream 
TAAT G AAC C T T G AGC AG AT GT AC 
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>RXA025 17 -upstream 

CGACAGCAAGAGCATCTTTCTATCTCTATAACACCTTCGAAGAAATCGACCGCCTCGCGG 
CAGCGATCGAGAAGGCCAAGCAATTCTTTGGAGTTGAGTA 

>RXA02517 

AT G AAC C T T GAG C AGAT G T AC C AG GAG G T GAT C C T G G AC C AC T AC AAAAAC C C AC AG C AC 
AAGGGCCTTCGGGATCCTTTCGATGCTGAGGTTCACCACGTCAACCCTTCTTGTGGCGAC 
GAATTGACTCTGCGCGTGAAGCTGTCTGAGGACGGCTCCACCGTGGAGGACGTCTCCTAC 
GAAGCAGTTGGTTGCTCAATCAGCCAGGCCTCCACGTCCGTTATGGCCGAGGAGATCGTG 
GGCCAACCCGTCGACAAGGCGCTGGAAAAGCTCACAGAATTTGAGAAGATGATCGTTTCC 
CGCGGTCAGTTTGTTGGCGATGAAGATCTCATCGGAGATGGCGTTGCTTTCTCCGGAGTC 
GCCAAGTACCCGGCACGCGTGAAGTGCGCGCTGCTTGGGTGGAAGGCTTTCCAGGCGGCA 
ACCGCTGACGCTGTTGCGCACGCACAT 

>RXA02 517-downstream 
TAGCCCGCTGTATTAATTGGAGG 

>RXA02 532-upstream 

GATGAATTTTTACCCACCATCTGTACCTATTAACCCTGCGTGGCGTCCACCCACAGTAAC 
TGTGCAAGCGGGACGGCCAGCCAGAACTCCTGGTGCGCCG 

>RXA02 532 

ATGAACCCACCTATCACGTTGTCCAGCACTTATGTTCATGATTCAGAAAAAGCTTATGGG 
CGCGATGGCAATGATGGATGGGGTGCATTTGAGGCTGCCATGGGAACTCTAGATGGTGGG 
TTCGCGGTATCTTATTCTTCAGGTTTGGCAGCGGCAACGTCGATTGCTGATTTGGTTCCT 
ACTGGTGGCACAGTTGTTTTACCTAAAGCTGCCTATTATGGCGTGACCAATATTTTCGCC 
AGGATGGAAGCCCGCGGAAGGCTGAAGGTTCGAACTGTTGATGCAGACAATACCGAAGAA 
GTGATTGCTGCTGCTCAAGGTGCAGATGTGGTGTGGGTGGAATCGATCGCTAATCCGACG 
ATGGTGGTAGCTGATATCCCTGCAATAGTCGACGGTGTGCGTGGGCTTGGAGTTTTGACT 
GTCGTTGACGCGACTTTCGCAACGCCACTTCGTCAACGTCCATTGGAACTTGGTGCTGAT 
ATTGTGCTTTACTCGGCAACCAAACTTATCGGTGGACACTCTGATCTTCTTCTTGGAGTC 
GCAGTGTGCAAGTCTGAGCACCATGCGCAGTTTCTTGCCACTCACCGTCATGATCATGGT 
TCAGTGCCGGGAGGTCTTGAAGCGTTTCTTGCTCTCCGTGGATTGTATTCCTTGGCGGTG 
CGTCTTGATCGAGCAGAATCCAACGCAGCAGAACTTTCGCGGCGACTTAACGCGCATCCT 
TCGGTTACCCGCGTCAATTATCCAGGACTTCCTGATGATCCCCAACATGAAAAAGCCGTG 
CGAGTCCTACCCTCTGGATGTGGAAACATGTTGTCATTTGAGCTTGATGCAACACCTGAA 
CGAACTGATGAGATTCTCGAAAGCCTGTCACTTTTAACCCACGCGACCAGTTGGGGAGGT 
GTGGAAACAGCCATTGAACGTCGCACCAGGCGGGATGCTGAAGTGGTGGCAGAAGTACCG 
ATGACTCTTTGCCGCGTTTCCGTAGGAATTGAAGACGTTGAAGATCTATGGGAAGACCTC 
AACGCCTCAATCGACAAAGTTCTGGGT 

>RXA02 5 32 -downstream 
TAGAACTCGTAGCCAGTAACCAG 

RXA02536-upstream 

AAGAAGTGATCACGCGAACCTGTGTATAACTTGCCTCAAAGCGCCTAGGCTGTGGATTAT 
GCGTATTGCCTTGCTTCAGATCTCGACGAATTCCGATAAG 

>RXA02 53 6 

ATGGACAACTTCGCCCTGCTGCGTGATGCTGCTGAAAAAGCTGCGGAACAGGGGGCTCGG 
GTGTTGGTGTTTCCGGAGGCGACTTCGCAAAGCTTTGGTACGGGAAGGCTTGATACTCAG 
GCGGAGGAGCTCGATGGCGAATTCTCCACCGCGGTACGAAAATTAGCCGATGAGCTGGAC 
GTTGTCATCGTTGCGGGCATGTTCACCCCTGCTGACACCGTGCAGCGCGGTGAAAAAACG 
ATCTCGCGCGTCAACAACACCGTGCTGATTAGTGGCGCTGGATTGCATCAGGGATACAAC 
AAAATTCACACATATGACGCGTTCGGTTATAGGGAATCCGACACTGTGAAACCGGGCGAT 
GAGCTGGTTGTATTCGAGGTCGACGATATTAAATTTGGTGTGGCGACATGCTACGATATT 
CGATTCCCAGAACAGTTCAAAGACCTCGCCCGCAACGGTGCACAGATAATTGTGGTTCCC 
ACGTCGTGGCAAGACGGTCCTGGAAAATTAGAACAATGGGAAGTCCTCCCTCGCGCGCGT 
GCACTGGATTCCACCTGCTGGATCGTAGCGTGTGGGCAAGCGCGACTTCCAGAAGAATTA 
CGCGATGAACGAAAAGGCCCTACGGGGATTGGTCATTCCATGGTGACAAACCCACACGGT 
GAAGTAATTGCTAGCGCGGGTTATGAGCCAGAAATGTTGATCGCGGATATTGATGTCAGC 



Appendix A, page 105 



Attorne ket No, : BGI- 1 2 1 CP 



GGTTTGGCCAAAATTCGGGAGGCATTGCCTGTTCTT 

>RXA0253 6-downstream 
TAACCACTGTCTAAGGAATCACT 

RXA02 550-upstream 

GATCTTAGGCAGCCGTGGGATTACACCCTTTTAGAGCTAGAACAGTAAAAATTCACCCAA 
TAGCTTTCAACTACGCACACAAAGTGGCAACATTGAGCGG 

>RXA02550 

GTGACTACAGACAAGCGCAAAACCTCTAAGACCACCGACACCGCCAACAAGGCTGTGGGC 
GCGGATCAGGCAGCGCGTCCCACTCGGCGAACAACTCGCCGCATCTTCGATCAGTCGGAG 
AAGATGAAGGACGTGCTGTACGAGATCCGTGGCCCGGTGGCCGCGGAGGCGGAACGCATG 
GAGCTTGATGGGCATAACATCTTAAAGCTCAACACGGGAAATCCAGCCGTGTTCGGATTC 
GATGCCCCCGACGTGATTATGCGTGACATGATCGCCAACCTTCCAACTTCCCAAGGGTAT 
TCCACCTCCAAAGGCATTATTCCGGCCCGGCGAGCAGTGGTCACCCGCTACGAAGTTGTG 
CCCGGATTCCCCCACTTCGATGTTGATGATGTGTTCTTAGGCAACGGTGTCTCAGAACTA 
ATCACCATGACCACCCAAGCACTCCTCAACGACGGCGATGAAGTTCTTATCCCCGCACCG 
GACTACCCACTGTGGACTGCCGCAACCTCCCTGGCTGGTGGTAAGCCTGTGCACTACCTC 
TGTGATGAGGAAGATGACTGGAACCCATCCATCGAAGACATCAAGTCCAAAATCTCAGAG 
AAAACCAAAGCTATTGTGGTGATCAACCCCAACAACCCCACGGGAGCTGTCTACCCGCGC 
CGGGTGTTGGAACAAATCGTCGAGATTGCACGCGAGCATGACCTGCTGATTTTGGCCGAT 
GAAATCTACGACCGCATTCTCTACGATGATGCCGAGCACATCAGCCTGGCAACCCTTGCA 
CCAGATCTCCTTTGCATCACATACAACGGTCTATCCAAGGCATACCGCGTCGCAGGATAC 
CGAGCTGGCTGGATGGTATTGACTGGACCAAAGCAATACGCACGTGGATTTATTGAGGGC 
CTCGAACTCCTCGCAGGCACTCGACTCTGCCCAAATGTCCCAGCTCAGCACGCTATTCAG 
GTAGCTCTGGGTGGACGCCAGTCCATCTACGACCTCACTGGCGAACACGGCCGACTCCTG 
GAACAGCGCAACATGGCATGGACGAAACTCAACGAAATCCCAGGTGTCAGCTGTGTGAAA 
CCAATGGGAGCTCTATACGCGTTCCCCAAGCTCGACCCCAACGTGTACGAAATCCACGAC 
GACACCCAACTCATGCTGGATCTTCTCCGTGCCGAGAAAATCCTCATGGTTCAGGGCACT 
GGCTTCAACTGGCCACATCACGATCACTTCCGAGTGGTCACCCTGCCATGGGCATCCCAG 
TTGGAAAACGCAATTGAGCGCCTGGGTAACTTCCTGTCCACTTACAAGCAG 

>RXA0255 0-downstream 

T AG T AG T T G T T AG G AT T C AC C AC 

>RXA0255 9-upstream 

T T AG T C C T C TAT G G C AG C AAG C C T G C C AG AG GAG C C TAT C C AG C AC TAG AC C C C AAC TAG 
AAC C C AAC C C C AAAAC C AG AAAAC AC T AAG C T C G T GAG AC 

>RXA02559 

ATGATTCCTGTTCTCATCGACTGCGACACCGGCATCGACGACGCCCTCGCCCTGATCTAC 
CTGGTTGCTTTGCATAAACGTGGTGAAATCCAACTTTTTGGAGCAACGACCACCGCAGGA 
AATGTTGATGTGAAACAAACCGCCATCAATACCAGGTGGGTGTTGGATCAGTGTGGATTA 
GCGGACATCCCGGTCCTCGCAGGACAACCTGAACCAAAGCACGTGCCGCTAGTGACTACT 
C C AG AAAC AC AC G G C G AC CAT GGCCTTGGT T AT AT AAAC C C AG G T C AC G T C G AAAT T C C A 
G AAG G T G AC T G G AAG C AG C T G T G GAAAG AAC AC C T C AG T AAC C C AG AAAC T AAG C T GAT T 
GTCACCGGGCCCGCCACCAACCTTGCGGAATTCGGGCCAGTGGAAAACGTCACGCTGATG 
GGTGGCACCTACCTTTATCCAGGCAACACCACTCCAACGGCAGAATGGAATACCTGGGTT 
GATCCACACGGAGCTAAAGAAGCATTCGCGGCAGCCCAAAAGCCCATTACGGTGTGTTCC 
TTGGGCGTGACCGAGCAGTTTACGCTGAACCCGGACATCCTTTCTACACTTATCAACACG 
CTTGGCAGCCAACCCATCGCAGAGCATTTACCTGAGATGCTGCGCTTTTACTTTGAATTT 
CACGAAGTGCAGGGCGAAGGTTACCTTGCTCAAATTCATGACCTGCTGACCTGCATGATT 
GCCTTGGATAAAATCCCATTTTCAGGCCGTGAAGTAACCGTGGACGTGGAGGCTGATTCG 
CCCTTGATGCGTGGCACCACTGTTGCAGATATTCGCGGACATTGGGGCAAGCCAGCTAAC 
GCATTTCTTGTGGAAACCGCAGACATTGAGGCCGCCCACGCGGAACTTCTAAGAGCAGTG 
GAA 

>RXA0255 9-downstream 
TGAAATAATCCGGTGCTGATGCA 
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>RXA02 62 2 -upstream 

ATCAAGCAGGTTGAGCGTAAACTCATTGTAGAAGTCCTGAACAGCGTGGAATTTTCGCGT 
CAGGGTGGCGTACAACTCAACTGGAGAGGCTAAATCCTTC 

>RXA02 622 

ATGAGCGATGATCGTAAGGCAATTAAACGCGCACTAATTAGCGTGTATGACAAGACTGGC 
CTGGAGGATCTAGCCCAGGCACTTCACCGCGAGAACGTGGAAATTGTTTCCACCGGATCC 
ACTGCGGCGAAGATTGCTGAGCTTGGTATTCCTGTTACCCCGGTTGAGGAGCTCACCGGT 
TTCCCTGAGTGCCTTGAGGGCCGTGTGAAGACACTGCACCCTAAGGTTCACGCTGGCATC 
TTGGCGGACACCCGCAAGGAAGACCACCTGCGTCAGCTCAAGGAACTTGAGGTCGCCCCA 
TTCCAGCTTGTCGTGGTGAACCTGTACCCATTTGCTGAGACCGTTGCGTCCGGCGCCGAT 
TTCGATGCTTGCGTTGAGCAGATCGACATCGGAGGCCCATCCATGGTTCGTGCTGCGGCA 
AAGAACCACCCATCTGTCGCTGTGGTTGTTTCACCGAACCGCTACGAGGATGTCCAGGAA 
GCTTTGAAGACCGGTGGATTCTCCCGCGCGGAGCGCACCAAGTTGGCTGCTGAGGCTTTC 
CGCCACACCGCAACCTACGATGTCACCGTTGCAACCTGGATGAGCGAGCAGCTGGCTGCC 
GAAGATTCTGAGACTGAGTTCCCAGGTTGGATCGGCACCACCAACACCTTGTCCCGCAGC 
TTGCGTTACGGTGAGAACCCTCACCAGTCTGCAGCTTTGTACGTGGGCAACACCCGCGGA 
CTTGCACAGGCTAAGCAGTTCCACGGCAAGGAAATGAGCTACAACAACTACACCGATTCT 
GATGCTGCATGGCGTGCAGCGTGGGATCACGAGCGTCCTTGTGTAGCTATCATCAAGCAT 
GCAAACCCTTGTGGCATTGCTGTTTCTGATGAGTCCATCGCAGCGGCACACCGCGAGGCA 
CACGCATGTGACTCTGTGTCCGCATTCGGTGGCGTCATCGCGTCCAACCGTGAAGTCAGC 
GTTGAGATGGCTAACCAGGTTGCAGAGATCTTCACTGAGGTCATCATCGCTCCTTCCTAT 
GAAGAGGGCGCTGTGGAGATCCTGAGCCAGAAGAAGAACATCCGTATTCTTCAGGCTGAA 
GCACCTGTGCGTAAGGGCTTTGAGTCCCGTGAGATCTCCGGCGGTCTGCTTGTTCAGGAA 
CGCGACTTGATCCACGCTGAGGGCGACAACTCCGCAAACTGGACTCTTGCTGCCGGCTCT 
GCTGTTTCTCCTGAGGTTCTGAAGGACCTGGAGTTCGCGTGGACTGCAGTTCGTTCCGTG 
AAGTCCAACGCAATTCTGTTGGCTAAGAACGGCGCTACCGTTGGCGTTGGCATGGGACAG 
GTCAACCGCGTTGACTCTGCTCGCTTGGCTGTCGACCGTGCAGGTGCAGAGCGCGCTACC 
GGTTCCGTTGCTGCTTCCGATGCGTTCTTCCCATTCGCTGATGGCTTTGAGGTTCTCGCT 
GAGGCTGGCATCACTGCTGTTGTGCAGCCTGGTGGATCCATTCGCGACAACGAGGTCATT 
GAGGCAGCCAACAAGGCTGGCGTGACCATGTACCTGACTGGTGCGCGACACTTCGCTCAC 

>RXA02 62 2-downstream 
TAAAGTTTTTAAAGATTTCGCTT 



>RXA02 62 3-upstream 

AA T C C T G AAG AG G AAG AAT C C G AC G AAG AAA T T G AG AC AG AAAC T GAG G C T G AAG AAAC C 
AATGATGGTTCCGAGGCCGAAGACCGTTAACATATCTGTT 

>RXA02623 

GTGAATTCTGACTCTACGACCACCATTGTCGTGCTAGCTTCCGGAACAGGCACCCTCCTT 
CAGTCACTCATTGAAGCGCAAGGTACCTATTCGATCGTGGGCGTTGTCTCTGACGTCGAA 
TGCCCTGCACTTTCCAGAGCCGCAGATGCAGGTATTGATACTGCAGTTGTTCCGCTTGGA 
AAAG A T C G T G C AC AG T G G AAC C AC G A G C T T G C AG AC G C A G T T G C AG T AAG C G AC C C AG AT 
TTGGTGGTCTCTGCGGGATTCATGAAAATTTTGGGCGAAGGTTTCCTCTCAAGGTTCCCG 
TCCCGCATCATCAACACCCACCCAGCTTTATTGCCTTCTTTCCCTGGTGCCCACGCGGTT 
CGCGATGCTTTGGCATACGGTGTGAAAGTGTCAGGTTCGACAGTTCACCTTGTCGATGCT 
GGTGTGGATACCGGCCCAATTATTGCTCAACGAGCAGTGCCGGTAGAAGTGAATGATGAT 
GAATCCAGCCTGCATGAAAGAATCAAGCAGGTTGAGCGTAAACTCATTGTAGAAGTCCTG 
AACAGCGTGGAATTTTCGCGTCAGGGTGGCGTACAACTCAACTGGAGAGGC 

>RXA02 623-downstream 
TAAATCCTTCATGAGCGATGATC 

>RXA02 62 9-upstream 

TACCTCGCAGAGCCGGGAGGTAGAGGTTACTCTGACGAGTGAGTAGGTTTAAAAGAGTTA 
ATCTGCATCTAATCAAGTAGCCAAGTATGAGTGAGGAACA 

>RXA02 62 9 

ATGAGCAAGGATCCATTGGGAAGTCTTACCGATGTTGTAGACACACGAGTTCCGCTTCCG 
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GATGTTGAACCGGATCCGGAGTTCCTGAAGGCTACGGAAAAAGAATTCCACATGGCATCC 
CAGAAGCGCGCTCTTGTTGTCCTGGTGGGCGATCATGTCGCTGAGGCAGATGGGACTGGC 
CGTTTGGTTACGGAGCTGCTCTTAGAGTCTGGCTTCAACGTGGACGCTGTGGTCAGCGTG 
AAGTCTAAGAAGTCTCAGATTAGGCAAGCTATTGAAACCGCAGTTGTTGGCGGCGCTGAC 
CTTGTGCTGACCATCGGCGGAGTGGGCGTTGGTCCTCGGGATAAAACTCCTGAGGCAACC 
AGCGCTGTGTTGGACCAGGACGTCCCAGGAATCGCGCAGGCGCTTCGTTCCTCCGGTTTG 
GCCTGTGGCGCGGTGGATGCAAGTGTTTCCCGAGGCGTAGCGGGCGTATCCGGCTCAACC 
GTGGTGGTCAACCTCGCTGAGTCTCGTTCGGCAATTCGTGATGGCATGGCAACTCTGACA 
CCGTTGGTTGATTTTGTTGTAGATCAGCTTCGCACTTCCGTGGTT 

>RXA02 62 9-downstream 
TGAGTTGGTCGGGTGTGAGTAGA 

>RXA02 64 5-upstream 

GATACAGCTCCTTGATGGAGTGAATAAATTCGCGAGCCTGCTCCTGATCTTGCACACGCG 
TGATATAGGTCAGAAATCGCGAGCGCTTGATCTCTAGTTC 

>RXA02 64 5 

ATGCTCAAAGACTTGACCGGCCTGAGGGAGTTGGTATTGCGTGAGATGTGCCATAGCATC 
TCACATCTTAGCTCGCCAACCGGCAGCATTTTCACTAGCCTGGTGGCCATGTTGACCTCG 
CAAAGCTTTTCAGTGTGGGCTCCACTTCCCCACGATGTACATCTGATCCTCAACGGCGAA 
ACCCTCCCCATGCACAAAACGGAGGGCAGCTGGTGGCGCGCCGAGATCGCGCCCAAGGCC 
GGCGATCGTTACGGTTTTTCGCTTTTCGACGGCTCCTCCTGGTCAAAAACCCTCCCCGAT 
CCCCGCTCCACATCTCAACCAGACGGGGTTCATGGTTTAAGTGAAGTCTCCGATGATTCC 
TATCTGTGGGGTGACCAGCAGTGGACTGGCCGAATTCTCCCTGGCTCGGTGTTATATGAG 
CTGCATGTGGGCACCTTTAGTGAAGATGGAACGTTTGAGGGAGTCGTCGACAAGCTTCCT 
TATCTGCGCGACCTCGGCGTGACCGCCATCGAACTTTTACCCGTGCAGCCCTTTGGCGGC 
AACCGCAATTGGGGCTACGACGGGGTGCTGTGGCACGCCGTCCATGCAGGCTACGGCGGT 
CCGGCGGGCTTGAAAAAGCTTATCGACGCCTCCCACCAGGCCGGCATCGCCGTCTACTTA 
GACGTCGTGTACAACCACTTCGGCCCCGACGGCAACTACAACGGGCAATTTGGCCCCTAC 
ACCTCTGGCGGCAGCACCGGCTGGGGCGACGTGGTCAACATCAACGGCCATGATTCAGAT 
GAAGTCCGCAATTATATTCTCGACGCCGCACGCCAGTGGTTCGAAGATTTTCACGTTGAT 
GGGCTCCGCCTCGATGCGGTGCATTCTCTCGATGATCGCGGCGCCTATTCCCTACTTGCG 
CAGCTGACCATGGTGGCCGAGGATGTCTCCGCACAAACAGGCATCCCACGCTCATTGATT 
GCAGAATCTGAACTCAATGACCCCAAGTTCGTTACCTCCCGCGAGGCCGGCGGTTTTGGC 
CTGGATGCACAGTGGGTTGACGATATCCACCACGCCCTCCATGCCCTCGTTTCTGGCGAA 
CGCAATGGTTATTACAGCGATTTCGGATCTGTCGACACATTAGCCAAAACCCTGCGTGAA 
GTATTTGAACACACCGGAAACTACTCCACGTACCGCGGACGCAACCACGGCCGCCCTGTG 
CACCCCGATATCACCCCTGCCTCGCGCTTTGTCACCTACACCACCACCCATGATCAGACC 
GGCAACCGCGCAATCGGCGACCGTCCTTCCACGACTCTCACCCCGGAACAGCAGGTGTTG 
AAGGCAGCCATTATCTACAGCTCGCCGTATACCCCGATGTTGTTTATGGGTGAAGAATTC 
GGAGCCACCACCCCATTCGCCTTCTTTTGCTCCCACACCGACCCCGAGCTCAACCGGCTA 
ACCTCCGAGGGCCGCAAACGGGAATTCGCACGCCTTGGCTGGAACGCCGACGACATCCCC 
TCCCCCGAGCTGGAATCCACCTTCACCTCCTCCAAACTCGATTGGGAGTTCACTGCGGAG 
CAGCGCCGCATCAACGACGCTTACAAGCAGCTGTTGCACCTGCGGCACACCTTGGGCTTC 
TCCCAACCAAACTTGCTCACACTCGAGGTTGAGCACGGCGAGAACTGGCTATCGATGGCC 
AATGGTCGCGGCCGAATTCTGGCGAATTTCTCCGACGACACCATCACCGTCCCGCTTGGC 
GGCGAGCTGATTTACAGCTTCACTTCCCCCACCGTCACCGACACCTCCACAACCCTTCAG 
CCGTGGGGCTTTGCGATCCTGACCCGAAAC 

>RXA02 645-downstream 

T AG AAAAAG G C C AC C T C GAT T G A 



>RXA02 64 6-upst ream 
TTGGAAATAAAACCTATGCCAAAGTAGGTGCAATTCTAGGAGAAGATTACACTAGTCAAC 
CATGAGTGAAACATACGTGTCTGAGAAAAGTCCAGGAGTG 

>RXA02 64 6 

ATGGCTAGCGGAGCGGAGCTGATTCGTGCCGCCGACATTCAAACGGCGCAGGCACGAATT 
TCCTCCGTCATTGCACCAACTCCATTGCAGTATTGCCCTGGTCTTTCTGAGGAAACCGGA - 
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GCGGAAATCTACCTTAAGCGTGAGGATCTGCAGGATGTTCGTTCCTACAAGATCCGCGGT 
GCGCTGAACTCTGGAGCGCAGCTCACCCAAGAGCAGCGCGATGCAGGTATCGTTGCCGCA 
TCTGCAGGTAACCATGCCCAGGGCGTGGCCTATGTGTGCAAGTCCTTGGGCGTTCAGGGA 
CGCATCTATGTTCCTGTGCAGACTCCAAAGCAAAAGCGTGACCGCATCATGGTTCACGGC 
GGAGAGTTTGTCTCCTTGGTGGTCACTGGCAATAACTTCGACGAAGCATCGGCTGCAGCG 
CATGAAGATGCAGAGCGCACCGGCGCAACGCTGATCGAGCCTTTCGATGCTCGCAACACC 
GTCATCGGTCAGGGCACCGTGGCTGCTGAGATCTTGTCGCAGCTGACTTCCATGGGCAAG 
AGTGCAGATCACGTGATGGTTCCAGTCGGCGGTGGCGGACTTCTTGCAGGTGTGGTCAGC 
TACATGGCTGATATGGCACCTCGCACTGCGATCGTTGGTATCGAACCAGCGGGAGCAGCA 
TCCATGCAGGCTGCATTGCACAATGGTGGACCAATCACTTTGGAGACTGTTGATCCCTTT 
GTGGACGGCGCAGCAGTCAAACGTGTCGGAGATCTCAACTACACCATCGTGGAGAAGAAC 
CAGGGTCGCGTGCACATGATGAGCGCGACCGAGGGCGCTGTGTGTACTGAGATGCTCGAT 
CTTTACCAAAACGAAGGCATCATCGCGGAGCCTGCTGGCGCGCTGTCTATCGCTGGGTTG 
AAGGAAATGTCCTTTGCAGCTCGCTCTGTCGTGGTGTGCATCATCTCTGGTGGCAACAAC 
GATGTGCTGCGTTATGCGGAAATCGCTGAGCGCTCCTTGGTGCGCCGCGGTTTAAAGCAC 
TACTTCTTGGTGAACTTCCCGCAAAAGCCTGGTCAGTTGCGTCACTTCCTGGAAGATATC 
C T G G G AC C G GAT GAT G AC A T C AC G C T G T T T GAG T AC C T C AAG C G C AAC AAC C G T GAG AC C 
GGTACTGCGTTGGTGGGTATTCACTTGAGTGAAGCATCAGGATTGGATTCTTTGCTGGAA 
CGTATGGAGGAATCGGCAATTGATTCCCGTCGCCTCGAGCCGGGCACCCCTGAGTACGAA 
TACTTGACC 

>RXA02 6 4 6-downstream 

T AAAC AT AG C T G AAG G C C AC C T C 

>RXA02 64 8 

GACGCACCGGACTTGGCAGAAGCATGGGATCAGATCAACCCAGAGCCAAGCGTGAAGGAT 
TACTTGGACTGGATCGGTACACGCATCGATGCCATCAACAGTGCAGTGAAGGGCCTTCCA 
AAGGAACAGACCCGCCTGCACATCTGCTGGGGCTCTTGGCACGGACCACACGTCACTGAC 
ATCCCATTCGGTGACATCATTGGTGAGATCCTGCGCGCAGAGGTCGGTGGCTTCTCCTTC 
GAAGGCGCATCTCCTCGTCACGCACACGAGTGGCGTGTATGGGAAGAAAACAAGCTTCCT 
GAAGGCTCTGTTATCTACCCTGGTGTTGTGTCTCACTCCATCAACGCTGTGGAGCACCCA 
CGCCTGGTTGCTGATCGTATCGTTCAGTTCGCCAAGCTTGTTGGCCCTGAGAACGTCATT 
GCGTCCACTGACTGTGGTCTGGGCGGACGTCTGCATTCCCAGATCGCATGGGCAAAGCTG 
GAGTCCCTAGTAGAGGGCGCTCGCATTGCATCAAAGGAACTGTTC 

>RXA02 64 8 -downstream 

T AAG C TAG AC AAC G AGG G T T G C T 

>RXA02 653-upstream 

AGACAGAGTGTTAGTGCGTGGGGCAGCTCTCACTTTCATCGACATCACTCGAGTATGCTC 
ACCGGCCGTATTCATTCCAATAACCCGCACAGGGAAACTA 

>RXA02653 

ATGATACCGAAGCCCGACGTGACCGACTTATATTTAGAGGACCTCTTAAATGAGGGTTCG 
GAAAAGATTCGGTCCGCCAAGGATCTTTCCGAACTTAGGACAGTTCTAAAAGAGGTTTCC 
TCCCAAATTCAGGAACGAGCTGGGAAAAAAGATGAAGAATGGGGAATGGGGGCCACTTGG 
CGGGAGCTGTACCCCAGCATCGTGGAACGCGCTTCCTACGAAGGGCGTGACAGCCTAATC 
GGATTTGATCACTTAGCCCGGGAAATGGAAAGATTAGCCTTCGGCCCACCATCCGAAAGT 
TTTGAATACCTCCAAGAACTCGTAAAATCCGGAGTGGTAGACATCACTCACCTGCATCGT 
GGCCGGGAACCACTGACAGATTTAGTTCGTGAACTTGAAATAACTGTGGTGATAGACGCT 
GTTCTTCCCCCGCCGGGAGTAGTGCCAGGCACATTGGTGCACAATTTGGTAAAAGAGGGA 
TATGCCAGAATGCGTCCTGGGACTCGGGGGTTAGATGTAGCGGCTGACGGCACCGTTCAA 
GGGCAACGACATTTGGCTGCAGTCGGACGGATGACGGAAGATGTGGTTTTGGGTAATGAC 
ACATTGTCGCGATCATTACATGACATAATCCCGAAGTGGGCTCGTCGAGTTATCCGCGAC 
GCGAGCACGTATCCCGATAGGGTACATGGTACTCCACCGCTTCCGGCACGGTTGGAACCC 
TGGGCGGAAAAGCTCACTTCAGATCCGGCCACATGCCGCCACCTGATTGAAGAATTCGGG 
AGTCCTGTGAATGTACTCCATTCAGGTTCTATGCCTCGTAATATAAATGAGTTGGTTGAC 
GCCGGCATTCAGATGGGGGTGGATACTCGAATATTTTTTGCCCGCAAAGCGAATAAGGGT 
CTTACCTTCGTTGATGCCGTTAAAGACACCGGTCATGGTGTAGATGTAGCCAGTGAACGA 
GAGTTATCTCAGGTGCTTAATCGTGGAGTCCCAGGAGAGCGGATCATTCTATCCGCAGCT 
ATCAAACCGGACAGACTATTGGCATTAGCGATCGAAAATGGCGTGATCATCTCTGTGGAT 
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TCGCGTGATGAATTAGATCGCATTTCGGCTTTGGTTGGTGACCGCGTTGCACGAGTTGCG 
CCTAGAGTAGCTCCAGATCCTGCAGTCTTACCTCCAACTAGATTTGGTGAGCGTGCTGCA 
GACTGGGGTAATCGGCTTACCGAGGTGATACCCGGCGTGGATATTGTGGGTCTTCACGTT 
CACCTCCATGGCTATGCTGCAAAAGACCGTGCTCTGGCTCTGCAGGAATGTTGCCAACTC 
GTCGATTCTCTCAGAGAATGCGGGCATTCCCCACAGTTTATTGACCTTGGAGGAGGGGTG 
CCTATGAGCTACATTGAATCTGAGGAAGATTGGATCCGTTATCAATCCGCTAAATCTGCG 
ACTTCAGCCGGGTATGCCGAATCCTTTACGTGGAAAGACGATCCGTTATCTAATACGTAC 
CCGTTCTATCAGACCCCAGTGCGCGGTAATTGGTTGAAAGACGTGCTTTCTAAGGGGGTA 
GCTCAGATGCTCATTGACCGGGGATTGCGGTTACACATAGAGCCTGGTCGAAGTTTACTA 
GATGGGTGTGGCGTCACTCTTGCCGAAGTTGCTTTTGTGTVAAACCCGAAGTGACGGGTTG 
CCTCTAGTGGGACTGGCTATGAACCGAACGCAGTGCCGGACTACATCCGATGATTTTCTC 
ATTGATCCCCTGCATATCACTGACGGTGATGTAGGCGAGGAAATCGAAGCATATCTAGTG 
GGTGCCTACTGCATCGAAGATGAGCTGATTTTACGCCGGCGAATCCGCTTCCCGAGAGGA 
GTCAAACCAGGAGATATCATCGGAATTCCTAACACCGCAGGATACTTCATGCATATCTTG 
GAAAGTGCATCGCACCAAATCCCGTTGGCGAAAAATGTAGTGTGGCCGGAGGGGCAGTTA 
GACGATATCGATGCGGAT 

>RXA02 653-downstream 

T AAG AC AT AAC C A T T C G C TAAT C 

>RXA02 658-upstream 

ATGAATAAAATTCCGGGTGCAGTGACCGTAGGTGAGGTAAACGCGGTTAGAGTCGAATGA 
GAGTTTGATACTTTCTTTCGACTTTTAGATTGGATTTTCA 

>RXA02 658 

ATGAGCCAGAACCGCATCAGGACCACTCACGTTGGTTCCTTGCCCCGTACCCCAGAGCTA 
CTTGATGCAAACATCAAGCGTTCTAACGGTGAGATTGGGGAGGAGGAATTCTTCCAGATT 
CTGCAGTCTTCTGTAGATGACGTGATCAAGCGCCAGGTTGACCTGGGTATCGACATCCTT 
AACGAGGGCGAATACGGCCACGTCACCTCCGGTGCAGTTGACTTCGGTGCATGGTGGAAC 
TACTCCTTCACCCGCCTGGGCGGACTGACCATGACCGATACCGACCGTTGGGCAAGCCAG 
GAAGCAGTGCGTTCCACCCCTGGCAACATCGAGCTGACCAGCTTCTCTGATCGTCGCGAC 
CGCGCATTGTTCAGCGAAGCATACGAGGATCCAGTATCTGGCATCTTCACCGGTCGCGCT 
TCTGTGGGCAACCCAGAGTTCACCGGACCTATTACCTACATTGGCCAGGAAGAAACTCAG 
ACGGATGTTGATCTGCTGAAGAAGGGCATGAACGCAGCGGGAGCTACCGACGGCTTCGTT 
GCAGCACTATCCCCAGGATCTGCAGCTCGATTGACCAACAAGTTCTACGACACTGATGAA 
GAAGTCGTCGCAGCATGTGCTGATGCGCTTTCCCAGGAATACAAGATCATCACCGATGCA 
GGTCTGACCGTTCAGCTCGACGCA 

>RXA02 68 7 -upstream 

CAAAACCATGCTCGGCGGGGGAGAGTTGGGCCAAGCGGTTCGCTAATTGAGCAACAGACA 
TGGACACCCACCTTAGTTCGGCGGGTTAAGCTGTGTAACC 

>RXA02 687 

ATGAGCGACGCACCAACTGTTGTGGCCTATTTGGGGCCTGCCGGAACCTTCACCGAAGAA 
GCCCTCTACAAATTTGCCGACGCCGGCGTATTCGGCGACGGTGAGATCGAGCAGCTACCA 
GCCAAATCGCCACAAGAAGCTGTCGACGCCGTCCGCCACGGCACCGCCCAGTTCGCGGTG 
GTCGCCATCGAAAACTTCGTCGACGGCCCCGTCACCCCCACCTTCGACGCCCTTGACCAG 
GGCTCCAACGTGCAAATCATCGCCGAAG7^AGAACTCGACATCGCCTTTTCCATCATGGTC 
CGGCCAGGGACTTCGCTTGCCGACGTCAAAACCCTCGCCACCCACCCGGTTGGGTACCAA 
CAAGTGAAAAACTGGATGGCAACCACCATTCCGGACGCCATGTATCTTTCAGCAAGCTCC 
AACGGCGCCGGCGCACAAATGGTTGCCGAAGGAACCGCCGACGCAGCCGCAGCGCCCTCC 
CGCGCAGCCGAACTCTTCGGACTGGAACGCCTTGTTGATGATGTCGCCGACGTCCGTGGC 
GCCCGCACCCGCTTCGTTGCTGTCCAAGCCCAAGCAGCCGTTTCCGAACCGACCGGCCAC 
GACCGCACCTCCGTCATTTTCTCCCTACCGAATGTGCCAGGCAGCCTCGTGCGCGCCCTC 
AACGAATTCGCCATCCGCGGCGTTGACCTCACCCGCATCGAATCCCGCCCCACCCGCAAA 
GTCTTCGGAACCTACCGCTTCCACCTGGACATATCCGGACATATCCGCGATATCCCCGTC 
GCCGAAGCCCTCCGCGCACTCCACCTCCAAGCCGAAGAACTCGTCTTCGTCGGCTCCTGG 
CC CT C C AAC C GT GC GG AAG AC AG C ACGCC CC AAACCGACC AAC TAGCT AAG CT AC AC AAG 
GCGGACGAATGGGTTCGCGCAGCAAGCGAAGGAAGGAAACTTAAC 

>RXAO 2 68 7 -downstream 
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TAGCCATGGCCGGCCGGATTATT 
>RXA027 17 -upstream 

AGGCATGTCCCTAACGAACATCCCAGCCTCATCTCAATGGGCAATTAGCGACGTTTTGAA 
GCGTCCTTCACCCGGCCGAGTACCTTTTTCTGTCGAGTTT 

>RXA02717 

ATGCCACCCCGCGACGATGCAGCTGAAGAGCGTCTTTACCGCGCAGCAGAGGTCTTCCAT 
GACCTCGGTGCATCGTTTGTCTCCGTGACTTATGGTGCTGGCGGATCAACCCGTGAGAGA 
ACCTCACGTATTGCTCGACGATTAGCGAAACAACCGTTGACCACTCTGGTGCACCTGACC 
CTGGTTAACCACACTCGCGAAGAGATGAAGGCAATTCTTCGGGAATACCTAGAGCTGGGA 
TTAACAAACCTGTTGGCGCTTCGAGGAGATCCGCCTGGAGACCCATTAGGCGATTGGGTG 
AGCACCGATGGAGGACTGAACTATGCCTCTGAGCTCATCGATCTTATTAAGTCCACTCCT 
GAGTTCCGGGAATTCGACCTCGGTATCGCCTCCTTCCCCGAAGGGCATTTCCGGGCGAAA 
ACTCTAGAAGAAGACACCAAATACACTCTGGCGAAGCTGCGTGGAGGGGCAGAGTACTCC 
ATCACGCAGATGTTCTTTGATGTGGAAGACTACCTGCGACTTCGTGATCGCCTTGTCGCT 
GCAGACCCCATTCATGGTGCGAAGCCAATCATTCCTGGCATCATGCCCATTACGAGCCTG 
CGGTCTGTGCGTCGACAGGTCGAACTCTCTGGTGCTCAATTGCCGAGCCAACTAGAAGAA 
TCACTTGTTCGAGCTGCAAACGGCAATGAAGAAGCGAACAAAGACGAGATCCGCAAGGTG 
GGCATTGAATATTCCACCAATATGGCAGAGCGACTCATTGCCGAAGGTGCGGAAGATCTG 
CACTTCATGACGCTTAACTTCACCCGTGCAACCCAAGAAGTGTTGTACAACCTTGGCATG 
GCGCCTGCTTGGGGAGCAGAGCACGGCCAAGACGCGGTGCGT 

>RXA02717-downstream 
TAAGCCCTCTTAGGAATCATGAA 

>RXA027 54 

CCCACAAACACCAAGATTGTGGTCTCCTCCGACCTGGATGAATTCGCCATCGCGGGTCTT 
CGCGGCGAACCAGTTGACGTCTTTGGCGTTGGCACCTCCGTTGTCACAGGTTCTGGCGCA 
CCAACCGCTGGCCTCGTGTACAAGATCGGGGAAGTTGCCGGTCACCCTGTGGCCAAGCGT 
TCCCGAAACAAGGAAAGCTACGGTGGTGGCAAGAAGGCTGTGCGCACCCACCGCAAGTCC 
GGTACCGCAATCGAAGAAATCGTCTACCCATTCAATGCCGAAGCACCAGATACTGGAAAG 
CTCGACACTTTGAGCCTGACCATCCCATTGATGCGCGACGGTGAAATCGTTCCAGGTTTG 
CCTACTTTGGAAGATTCCCGAGCGTATTTGGCCAAGCAATTGGTCTCTTTACCATGGGAA 
GGCCTTGCACTGTCTCGCGATGAGCCTGTTTTGCACACTCGTTTCGTGGGTTTCCCGCCG 
GCCGCT 

>RXA027 5 4 -downstream 

T AG AC AAT T C GG T C T C AC CAAAC 

>RXA027 58-upstream 

AAGGCGTTGGCTGGTTTGGATGCGTCGGTGATCGATGAGGTCGCTGCCGCTATTGAGCTG 
ACCCTTGGTGCGCGCACCACGATCCGTACGGTTGAACCGC 

>RXA027 58 

ATGGGTTACCAGACCGCTGTTGTTTCCGGTGGTTTCATCCAGGTGTTGGAAGGTTTGGCT 
GAGGAGTTGGAGTTGGATTATGTCCGCGCCAACACTTTGGAAATCGTTGATGGCAAGCTG 
ACCGGCAACGTCACCGGAAAGATCGTTGACCGCGCTGCGAAGGCTGAGTTCCTCCGTGAG 
TTCGCTGCGGATTCTGGCCTGAAGATGTACCAGACTGTCGCTGTCGGTGATGGCGCTAAT 
GACATCGATATGCTCTCCGCTGCGGGTCTGGGTGTTGCTTTCAACGCGAAGCCTGCGCTG 
AAGGAGATTGCGGATACTTCCGTGAACCACCCATTCCTCGACGAGGTTTTGCACATCATG 
GGCATTTCCCGCGACGAGATCGATCTGGCGGATCAGGAAGACGGCACTTTCCACCGCGTT 
CCATTGACCAATGCC 

>RXA027 5 8 -downstream 
TAAAGATTCGTTTCTCGACGCCC 



>RXA027 5 9-upstream 

TCTTACTTCTAAGCTGAATGTGATATTGCGATTAAGCGTTCTGGTTTGCTGCGTCGTTCT 
AAGCGTCTGGT 
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>RXA02759 

GTGCTTCGATTGTATCCCACGTTGATCACTGGTGAGGTCATTGAGATGCTGGCGGCTCAC 
GCGGGCAAGGAAGCTAAAGTTGCGGCAGTTACTGAGCGTGCGATGCGCGGG 

>RXA02 7 5 9-downstreani 
TGAGCTCGATTTCGAGGAGTCTC 

>RXA027 68 -upstream 

AGGGGCTAGTTTTACACAAAAGTGGACAGCTTGGTCTATCATTGCCAGAAGACCGGTCCT 
T T T AG G GC C AT AG AAT T C T G AT T AC AG GAG T T G AT C T AC C 

>RXA027 68 

TTGTCTTTTGACCCAAACACCCAGGGTTTCTCCACTGCATCGATTCACGCTGGGTATGAG 
CCAGACGACTACTACGGTTCGATTAACACCCCAATCTATGCCTCCACCACCTTCGCGCAG 
AACGCTCCAAACGAACTGCGCAAAGGCTACGAGTACACCCGTGTGGGCAACCCCACCATC 
GTGGCATTAGAGCAGACCGTCGCAGCACTCGAAGGCGCAAAGTATGGCCGCGCATTCTCC 
TCCGGCATGGCTGCAACCGACATCCTGTTCCGCATCATCCTCAAGCCGGGCGATCACATC 
GTCCTCGGCAACGATGCTTACGGCGGAACCTACCGCCTGATCGACACCGTATTCACCGCA 
TGGGGCGTCGAATACACCGTTGTTGATACCTCCGTCGTGGAAGAGGTCAAGGCAGCGATC 
AAGGACAACACCAAGGCTGATCTTGGTGGAAACCCCAACCAACCCAGCACTTTGGCATTA 
CCCGACATCGAAGCAGTNTGCAAAACTTCACCCGAAAGGCACCAACCCCAAGCTTGTTGT 
TTGACAACACCTTCGCATTCCCCATACCTGCAGCANCCACTTAAAANTTNNGNGCACACG 
CAG 

>RXA02 7 71-upstream 

GTTTGTGATAGATCGCACAGTCGGTAACGTTGTTGTTAATACAGACCTAGCCGGTATCGG 
ATGGAACATGGACCGTTGGTCCAGAAGTGAGGAATAAGTA 

>RXA027 71 

GTGAGCGAACAAGCTCTAAGCACCTTCGACAGGGCACGTGAGGCCCTGGACAAGAAAACC 
CGATATGTGCAGGATTTCCCAGAAAAAGGTGTGCTTTTTGAAGACCTCACCCCGGTGTTG 
GGCGATGCAGAATCATTTGTGGCCGTGGTGGACGCCATGGCTGAAGCTGCAGAAAAACTG 
AATGCAGAAATCATCGGTGGCTTGGATGCGCGAGGATTCCTCCTCGGATCTGCTGTCGCT 
TACAAACTCGGCCTAGGTGTGCTGGCTATCCGCAAGAAGGGAAAGCTCCCCCCACCTGTG 
GTGACCCAGGAGTATGAACTTGAATACGGCACTGCAGCACTCGAGCTGCCCAGTGAAGGA 
ATCGACATTGCTGGTAAAAACATCGTTTTGATCGACGATGTGCTGGCAACCGGCGGCACC 
TTGGGCGCTGCACGTAAACTAATTGAATCGTGTGACGGACATGTTTCCGGATATGTTCTT 
GCCATTGAGGTCCCAGGCCTCGGCGGTAGGGATAATCTTGGTGATAGGCCCGTCATTGTG 
G T C AG AG AT C C T C AG 

>RXA02771-ciownstream 

T AG AAG GAT C G AAAG AAAG G C G G 

>RXA02 7 7 2-upstream 

CATTGTGGTCAGAGATCCTCAGTAGAAGGATCGAAAGAAAGGCGGCAGGAAAATGAGTCT 
GGAGCGCAACACACAAAAATCTTCCATGGGTGTGCGAAGC 

>RXA02 77 2 

ATGTCAGCCAGGCTTGCCCGCAGCCTCACAGGAAACCGCGTTCGCACCAACCCTGTGCTG 
GATCCGCTGCTGAGCATCCACCGGCAATTTCACCCACGCGCCGACGTACAAGTGTTGGAA 
CGTGCATATGACACCGCGGAACGTCTTCATGATGGTGTGATTCGAAAATCGGGCGATCCG 
TATATTACCCACCCGTTGGCTGTCGCCACCATCGCCGCGGAAATCGGCATGGACACCACC 
ACGCTCGTCGCAGCCTTGTTGCATGACACGGTGGAAGACACCGACTACTCTTTGGACGAT 
CTCACCCGAGATTTCGGAGAAGAAGTTGCCAGGCTTGTCGACGGTGTCACCAAGCTCGAC 
AAAGTCGCACTAGGTGCTGCCGCGGAGGCCGAAACGATTCGCAAAATGATCGTCGCCATG 
AGCCAGGACCCCCGCGTGCTGGTGATTAAAGTGGCCGACCGTTTGCACAATATGCGCACC 
ATGCGGTTCCTGCCGCCGGAAAAGCAAGCTAAAAAAGCACGCCAAACCCTTGAAGTGATT 
GCTCCTTTGGCACACCGCCTGGGCATGGCCAGCGTGAAATGGGAATTGGAAGATCTATCC 
TTTGCCATTTTGTACCCCAAGAAGTACGAAGAGATCGTGCGTCTTGTTGCCGACCGCGCG 
CCCTCTAGAGACCGGTACCTCAAAGAAATTATTGATCAAGTCACCGGTGGCTTGCGCGAA 
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AACAACATCGCGGCAGAAGTGCTTGGTCGNCCNAAGCACTCTGGTCTTTCTTTCAAAAGA 

>RXA027 72 -downstream 
TGATCGTTCGCGGTCGTGATTTT 

>RXA02 7 7 3-upstream 

TCAAAGAAATTATTGATCAAGTCACCGGTGGCTTGCGCGAAAACAACATCGCGGCAGAAG 
TGCTTGGTCGNCCNAAGCACTCTGGTCTTTCTTTCAAAAG 

>RXA0277 3 

ATGATCGTTCGCGGTCGTGATTTTGACGATATTTTTGATCTTGTTGGCATCCGCNTCCTG 
GNAGACAACGTGAACAACTGGGTACGCCGCCNTCGGTGTCGTGCACTCCCNGTNCAATGC 
TCTGNCTGGNCGNTTCAAAGACTATATTTCAGCCCCGCGCTT 

>RXA027 90-upstream 

T G GAT G C T C G C AC C C GAG C C C T T G AAC C A C AA T C C AC AG AC AC C C AAG AT T T C G AC GAGA 
AGGGAAATTTCCCAGGATGAACCAAATCCGAAACCGCCGG 

>RXA02790 

ATGGAGCCCGTCTACGTAAAGCGCCGCCAACGGTTTATTGCCGTGACGATCGCTTCACTC 
ATCCTCATTATCGGTGCCATCATCTATATCGGTGTAGCCACCTCAAACCGGACGCCACAT 
GACTATGAAGGCTCCGGAAACGGTGTGGTTCAGCTGGTCGAAATCCCTGAAGGTTCCTCC 
ATATCAGAGCTCGGCCCAGAGTTGGAAGAACGAGATATCGTGGCCACCAACTCAGCGTTC 
CAAACAGCGGCCAGCAACAACCCCAACGCGGGTAGTGTACAGCCAGGTTTCTACCGTCTG 
CAGGAACAAATGAACGCAGCAGCTGCAGTGTCGGCTCTGCTTGATCCAGACAACCAGGTT 
GATCTCCTCGACATTCACGGCGGCGCCACCTTGATGGACGTCACTGTTGTCGGCGGAAAC 
ACCCGCGCGGGAATCTACTCCCAGATCGCAGCCGTGACCTGCACCGAAGGCTCCGCCAAC 
TGCATCACCGCTGAGGATTTGCAGCAGGTTGCCTCCACCGTGTCGCCTGCAGAATTGGGT 
GTCCCAGATTGGGCAATCGCTGCTGTGGAAGCTCGCGGAACTGATCCAAAGCGCCTCGAA 
GGCCTGATCATGCCTGGCCAATACGTGGTGGATCCATCCAACGACGCCCAGGGAATCCTC 
ACCGATCTGATCACGCGATCAGCAAACCATTTCCAAGAAACCGACATCACGGGCCGTGCA 
GATGCCATCGGACTTACTCCATATGAGCTGGTCACCGCAGCATCTTTAATCGAGCGCGAA 
GCACCAGCAGGAGATTTTGATAAGGTCGCCCGCGTCATCTTGAACCGTCTCGCCGAGCCA 
ATGCAGCTGCAATTCGACTCCACCGTCAACTACGGTCTGTCTGAACAAGAAGTAGCAACC 
ACCGACGAAGACCGTCAGACCGTCACCCCATGGAACACTTACGCCATGGACGGCCTGCCA 
CAAACCCCCATCGCCGCAGTATCCACCGAAGCACTCCAAGCCATGGAAAACCCTGCAGAA 
GGAAACTGGCTGTACTTTGTCACCATCGACACCGATGGAACCACCGTGTTCAACGACACC 
TTCGAAGAGCACGAAGCCGACATTGAGCAAGCTTTGAACAGTGGCGTTCTAGACAGCAAC 
CGA 

>RXA027 90-downstream 
TAAGGATCAGCGAATAAAATTGG 

>RXA027 91-upstream 

AC C G T G T T C AAC G AC AC C T T C G AAG AG C A C G AAG C C G AC AT T GAG C AAG C T T T G AAC AG T 
GGCGTTCT AG AC AGC AAC C GAT AAG GAT C AG C G AA T AAAA 

>RXA02 7 91 

TTGGGTTCTCACATCACTCACCGGGCGGCCGTACTCGGCTCACCCATCGAGCATTCCAAA 
TCCCCAGTCCTCCACAACACCGGCTATAAAGCCCTCGGACTGGACCAATGGGAATACGAC 
CGCTTTGAGTGCACCGGCGACATGCTCCCCGGCATCGTCTCCGGCGCTGATGAAACCTAC 
TGCGGATTCTCCGTCACCATGCCGTCTAAATTCGCAGCTCTTGAATTCGCCGACGAAGTA 
ACCGAACGCGCCTGCGCCATCGGCTCCGCAAACACCTTGCTGCGCACGGCCACCGGATGG 
CGCGCCGACAACACCGACGTCGACGGCATCAGGGGAGCTCTCGGTGAACTCCTCGGCGGC 
GCATCACTGGCCGGCAAACACGCCATCGTCATCGGCTCCGGCGGCACCGCACGCCCCGCC 
ATCTGGGCACTCATCGAAGCCGGGGTCGCCCGGATCACGGTGCTCAACCGCTCCGATCGC 
ACCGCCGAACTGCAAACGCTTTTCGACGAAACCCCCACCACCTTGGCCTACGCCCCGCTC 
GAGCATCTCCACATCGAAGCCGACGTCGTAGTCTCTACAGTGCCCTCCGCAGCAATCGCA 
GGCCTCGAAGACACCCTTGCGATCGCCCCAGTCCTCGACGTCATCTACGACCCCTGGCCA 
ACACCACTCGTAGAAGTCACACGAGCCAAAGGCCTCAAAGCTGTCGGAGGCCACGTCATG 
CTGGCACACCAGTCCTACGGACAGTTTGAACAATTCACCGGAATGGATGCACCCCGCGAT 
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G C CAT G C G T GAG G C T T T G G AAG AG T C T T TAG G CAT C T C AG AAG AAC AC 

>RXA027 91-downstream 
TAAGTCCCCGCCACCTCCTCAAC 

>RXAO 2 8 0 1 -ups tr earn 

CGACAGGTGAATTCATGCACGTTTGAGTGTCCCGTGTGTGGGGTAATGTTGTCCAAGAGA 
GTGGAAGGAAATGCTGTGGCGGTTGAAAGGAGTGCCTTTC 

>RXA02801 

GTGGGTTTTGATGTGGCCAGGGTTCGGGGGCTTTATACCTCTTTGGGCGATGGCTGGACG 
TACCTTAATTCACATCAAATTCCGCAGGTTCCGGAGCGGGTGGCGTCGGGAGTTGCGGCG 
GCTTTCCGCACGCATGCGCAGATTTCTGAGGTGACGTCGCAGCCGATTGCGGTGGATCAG 
TTGGAGGCTGCTCGCGAGGCAGTTGCGTCGTTGGCGGGTGTGGATCCGGACTGTGTTGTG 
CTGGGTCCCACGAGGCAGTTTTTGGCTCATACATTGGCGCGCGGTTTGGGTGGGTTTGTA 
CGTCGAAAAGCGGGCGTGGTGTTGTCGCGCGCGGACGCGGACTGGCTGACCGCGCCGTTC 
CGCTCCCTCGACGGCGTTTTTAGCTGGGCCGAGCCCGATTTGGGCACCGGCATGCTGCCG 
GATTGGCAGTACCAG 

>RXA028 02-upstream 
TCCGCG 

>RXA02 802 

ATGGCCATGGAAGCCCTGAAAATCATCACCGGCGTGGGCACACCCTTGATCGGAAAACTC 
GGCTACTACTCCTCCCTCGACGGCACCTGGGAATACATCCCCGTCGTCGGTTCGCCGGAG 
GTGCTGGAACGGGTGCTTGGGTCTGCTGGTGTTTCGGGGATTTCTGGCGGTTTTGGTGAG 
GTGCTCGATGTTCCTCGAGTTTCCGCGCTGGTTGACGGCGTTTCGCTCATCGACGTCCGC 
GAACCCTCCGAATTCTCCGCCTACTCCATCCCCGGCGCGCACAACACCCCACTGTCCGCC 
ATCCGCGAAGGCGCCATCCCACCCTCCGTTTCCGCAGGTAAAGAGGTTATCGTCTACTGC 
GCAGCTGGTGTCCGCTCCGCACAAGCCATCGCAATTTTAGAATCCGCAGGCTACACCGGA 
ATGAGCAGCCTCGACGGCGGAATCGAAGGCTGGCTAGATTCCCTAGGG 

>RXA02 8 02 -downstream 
TAAAACCAAGGCGTTGTGCCACC 

>RXA028 05-upstream 

TGTGATGGATCAGCTGCGTTTCGGGTGCACTGGACAACCCAGACACCCAGCGT 
>RXA02805 

GTGTTTCCTGGCGTTGTTGACGGCATTTCCCATTACGGCAACTGCCTCGGCCTGCCAAAC 
ATCGGTGGCGAAACCGTCTTCGACGATTCCTACGCAGGTAACCCACTGGTCAACGCACTG 
TGCGTGGGTACCCTCAAGGTGGAAGACCTCAAGCTTGCATTCGCATCCGGCACCGGCAAC 
AAGGTGATCCTGTTCGGTTCCCGCACCGGCCTTGATGGCATCGGTGGCGTGTCCGTCCTG 
GGTTCCGCATCCTTCGAAGAAGGCGAAGAGCGCAAGCTCCCAGCTGTTCAGGTTGGCGAT 
CCTTTCGCAGAGAAGGTACTCATCGAGTGCTGCCTCGAGCTGTACAAGGCTGGCGTCGTG 
GTCGGTATTCAGGACCTCGGTGGCGGCGGACTTGCGTGTGCAACCTCTGAGCTGGCAGCC 
GCAGGCGACGGCGGCATGCGCGTCAACCTAGACAACGTCCCACTGCGCGCAGAGAACATG 
TCTGCAGCTGAAATCCTGGCTTCCGAGTCCCAGGAGCGCATGTGTGCTGTTGTCACCCCT 
GAAAACGTTGAGCGTTTCCTCGAGATCTGTGCAAAGTGGGATGTC 

>RXA02814 

GCCAAAAACCTAGAAGAACACTCCTACGTGGTCAACCACCTGCGCACCATCCTGGAACCA 
CTGTGCTCACAATTCGACGCCCCAACAGTTCCTGAACTGACCAAAACCAACGAAATGTGG 
CACCTCGCAACACCCATCGTTGGCACCCTCAAGTACCCACACATCACCGCACTAGAACTA 
GCCATACGAACACACCCCACCCCCGCGATCTGTGGCACCCCCACCGACGCCGCCGAAGCC 
CTCATCATCGAAGCGGAATCCCCCCGAAACTTCTACGCCGGAGCAGCCGGCTGGTGTGAC 
TCCACCGGAGACGGCGAATACATGGTAGCCATCCGCTGCGCCGAAGTATCCGAAGACGGA 
ACCTGGGCCAGAGCATGGGCAGGCGGAGGCATCGTCGCCGAATCAGACGCCCAAGAAGAG 
TTTGATGAAACCACCGCGAAGCTCCAAACCATCATGCGCTCGCTTGGTTTG 

>RXA028 14 -downstream 
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TGAGATGTGGTCTTAAAACACCG 
>RXA02 8 4 3-upstream 

CCCATTGCGCGGAGGTCGCACCCCTTCCGACTTGAACTGATAGGCCGATAGAAATTATTC 
TGGACGTC 

>RXA02 84 3 

ATGACTACTGCTTCCGCAACCGGAATTGCAACACTGACCTCCACCGGCGACGTCCTGGAC 
GTGTGGTATCCAGAAATCGGGTCCACCGACCAGTCCGCGCTCACACCTCTAGAAGGCGTC 
GATGAAGATCGAAACGTCACCCGCAAAATCGTGACGACAACTATCGACACCGACGCAGCC 
CCCACCGACACCTACGATGCATGGCTGCGCCTTCACCTCCTCTCCCACCGCGTTTTCCGC 
CCTCACACCATCAACCTAGACGGCATTTTCGGCCTCCTCAACAATGTCGTGTGGACCAAC 
TTCGGACCGTGCGCAGTTGACGGTTTCGCACTCACCCGCGCGCGCCTGTCACGCCGAGGC 
CAAGTTACGGTTTATAGCGTCGACAAGTTCCCACGCATGGTCGACTATGTGGTTCCCTCG 
GGCGTGCGCATCGGTGACGCCGACCGCGTCCGACTTGGCGCGTACCTGGCAGATGGCACC 
ACCGTGATGCATGAGGGCTTCGTGAACTTCAACGCTGGCACGCTCGGCGCTTCCATGGTT 
GAGGGCCGCATTTCCGCTGGCGTCACCGTTGATGACGGCACCGATGTCGGTGGCGGCGCA 
TCTATCATGGGCACCCTGTCCGGCGGCGGCCAGCACGTCATCTCGCTGGGCAAGCGCTGC 
CTGCTCGGCGCCAATTCCGGCTGCGGCATCCCGCTGGGCGACGACTGCATCATCGAGGCC 
GGCCTCTACATCACTGCAGGCACCAAAGTGCTTTTCGACGGCTCCCTCCACAAAGCCTCC 
ACCCTCGCGGGCTCAAACGGCCTCATTTTTAGGCGTGACTCCGTCAGCGGACAAGTTGTC 
GCAGTGCCCAATACCAAAGTTGTCGAACTCAACACAGCTTTGCACTCCAAC 

>RXA02843 - downstream 
TAGTCTTCTTTGTTGAGGGC 

>RXA02 8 57-upstream 

ATACTTTGTTGGACTGGAAAAGTGGCCGTTTGGTTCCCTCCAAGCCCAAATTCGCCCGCG 
CGGTCTTCTTCTGGGCGGCAATGATTTAACATGTGAAGCT 

>RXA02857 

ATGGACATCACCATCGTCAACCACCCACTCGTTGCTAGCCGCCTAACCCTGTTGCGCGAC 
GAGCGCAGCGACAACGCAGCTTTCCGTGCAGCAGCCAACGACCTCGGCGCCATGCTGATC 
TACGAAGCATCCCGAGATCTGGAAGTCGAACACTTCGACACCAAAACCCCCGTTGCCATG 
GCTGAAGGTACTCGCCTGAAGCAGCCACCCATCATCGTTCCCATCATCCGTGCAGGTCTC 
GGCATGATCGACCCAGCGCTGTCGATGATTCCGGATGCACAGGTCGGCTTCATTGGCCTT 
GCCCGCGATGAGGAAACCCATGAGCCAGTCCCATACCTTGAGGCGCTGCCACAGGATCTA 
AGCAACCAGCCTGTATTCCTTGTCGATCCCATGCTGGCCACCGGCGGTTCCCTCCTGCAC 
GCGATCCGCCTTCTTGCTGATCGTGGCGCCACCGACATCACCGCCATCTGCATGGTTTCT 
GCGCAGCCAGGTGTGGACGCATTGGCGGAATCT 

>RXA02879 

GAGTTGGCCGATTACATCCCGGAACTAAAATCTGCGGACCCAAACCCGCTGGCAGTAGCC 
CTGTGCACCGTTAACGGACACATCTACAGCGCAGGCGATGACGACATCGAATTCACCATG 
CAAAGTATTTCCAAGCCATTTGCCTACGCACTCGCACTCCAAGAATGCGGCTTTGATGAG 
GTCTCTGCATCCGTGGCCTTGGAGCCCTCCGGTGAGGCCTTCAACGAACTTTCCCTCGAC 
GGCGAAAACCGCCCCATGAACCCCATGATCAACGCCGGCGCGATCGCCATCAACCAGCTG 
ATCAACGGCTCCGATTCCACCGTGGAAGACCGCGTGGAAAAAATCCGACACTACTTCTCT 
GAACTTGCTGGACGCGAACTCACCATCGACCGCGTGCTTGCCGAATCCGAACTCGCCGGC 
GCCGACCGCAACCTCTCCATCGCCCACATGCTGCGCAATTACGGCGTCATCGAAGACGAA 
GCCCACGACGCCGTCCTCAGCTACACGCTGCAATGCGCCATCAAAGTAACCACGCGCGAC 
CTCGCAGTCATGACCGCCACGCTCGCCGCCGGCGGCACACACCCAATTACCGGCAAGAAG 
CTTCTCGACGCCCGCGTCTGCCGCCTCACCCTCTCCGTCATGGCTTCAGCAGGCATGTAC 
GACGAGGCAGGGCAGTGGCTCTCCACCGTAGGCATCCCCGCGAAATCAGGAGTCGCCGGC 
GGACTCATCGGCATTCTGCCAGGTCAGCTGGGCATCGCCACATTTTCCCCACGCCTGAAC 
CCCAAAGGCAACAGCGTGCGCGGCGTAAAAATATTCAAACAGCTTTCCGACGACATGGGC 
CTCCACCTCATGTCCACCGAG 

>RXA02 903-upstream 

ACGAGCTTCCGCTCTGCACAAGCCGCTAGAAGCCCCGCATAGCCCTAATGTAGAGCTCAT 
GCCCATTTGGAATCACAACACCGCATATCGGCCATGGCTG 
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>RXA02 903 

GTGTCAAAGCTCAAAGGCTCAAGATCGCTTCTCGACGTCGGCTCCGGCGATCACTCCTTC 
GCCGACCTGGCCGGCCGCCAGGTCGCGCATGTCGATGTCGTGGATCCTCTTATTAATACA 
ACCTTTGAAGAATTCCAGCCGACCCAAAGCTACGATGCCATCACGTTCATCGCGTCCCTC 
CATCACATGAACGCGGAAGAAGGACTTAACAAAGCAGTCCGAATCCTCAATCCTGGCGGC 
AAGCTCCTCATCGTAGGCCTCGCCAAAAACAAAACCGCCTCCGACTGGATCATCTCCGGA 
CTACAAGCTTTTCTCTCCCGACCAATCAGCCTCATCAATAGGGAACAACAAATCTACCCC 
TTCCCTACCAAAGAACCCTCAGAGAGTCTCCACGAAATACGACAACTCACCAAGCAGCTC 
CTCCCTCACCGCCGTATTCGCCGTGGAATCCACTTCCGATACCTCCTCGAGTGGACAAAG 
CCT 

>RXA02 903-downstream 

T AAAC AG CC C T AT AAAC C AAAAA 

>RXA02 90 6-upstream 

TTTGTGGGCAATCTGGTTTTTTCGTAATTGTGTGGGATGAATCTCTTAAAAATTCACATT 
TAG C AG G AC AAG C AT AC TG T T T T AGT T C TAT G C T G T GG GC 

>RXA02 90 6 

ATGACTCAAAGTGCTCCAGAATTCATTGCCACCGCAGACCTCGTAGACATCATCGGCGAC 
AACGCGCAATCATGCGACACTCAGTTTCAAAACCTTGGAGGTGCCACAGAATTCCACGGA 
ATAATAACCACCGTGAAATGCTTCCAAGACAACGCCCTCCTGAAATCCATCCTGAGCGAG 
GATAATCCTGGGGGAGTGCTGGTTATCGATGGCGACGCATCCGTGCACACCGCGCTAGTT 
GGCGACATCATTGCAGGACTTGGAAAAGATCATGGTTGGTCCGGAGTAATTGTCAACGGA 
GCAATTCGAGACTCCGCAGTCATCGGCACCATGACCTTTGGTTGTAAAGCCCTTGGAACC 
AACCCGCGGAAATCCACTAAAACTGGTTCCGGCGAACGAGACGTAGTGGTATCGATTGGT 
GGCATTGACTTCATTCCTGGTCATTACGTCTACGCGGACTCTGACGGAATTATCGTCACC 
GAGGCGCCAATTAAGCAG 

>RXA02 90 6-downst ream 

T AAT T T G T T T T G AC G AC G C AG T A 

>RXN00023-upstream 

GGGATTATGTTGGGGGCCACATCTGAAAATAGTTGCTGGGATCCATCACACCTACGATGC 
G AAA C G G C AC C C AC AC C G C T G A T C T T G AAG G AG AA C C AC C 

>RXN00023 

ATGACGTCGATGAATCTGCCTATTGAGTTGGCTACGCTGTCTGACCAGGCTGTGGACAAG 
GTGCGCTCCTGGCTGGAGTACAGCAAAAAGGAAAGCGTGCCCAATGCCGATGCGAAGCGT 
CTAGCTGCAGTGTTGCAGGATCCTAATGGTTTGGAATTCACGGTTGGTTTCGTGGATCGA 
GTGGTTCGAACTGAGGATCGTGAAGCGGCAGCGCATGCGTTGTATGAGTTGGGCAAGATT 
GCTCCGTCGACGATGTCCTTTTTGGATCGGGCGCAGATTCAGGCCGGTTCTTTGGTGGGG 
CGGGCGTTGCCGCAGGTTGTGGTTCCTGCGGCGCGGGCTCGAATCCGGCAGATGGTTGGG 
CACATGATTGTGGATGCCCGCGACAAGCAGTTCGCCAAGGCTGTCGCTGAGATTCAGTCG 
GATGGGCACCGCCTGAACATCAATTTGCTAGGTGAAGCGGTGTTGGGCCGAAAGGAGGCA 
GCGAAGCATTTGGATGACACGGTGCGGTTGTTGCGCCGTCCGGATGTGGAATATGTGTCC 
ATCAAGGTCTCTTCGGTGGCATCGCAGATTTCGATGTGGGGTTTCGAAGACACCGTTAAT 
TATGTTGTGGAACAGCTGACACCTTTATATATAGAGGCCGCGCGGGCGCCGAAAGGCACG 
AAGTTCATCAACCTGGACATGGAGGAATACCGCGATCTGCGCCTGACTATGGAGGTGTTC 
AAGCGGCTGCTCTCCAATCCAGAGCTGCATGAACTAGAAGCCGGAATTGTGTTGCAGGCG 
TACCTTCCCGATGCCCTCGGTGCAATCCAGGACTTGGCGCAGTTCGGCCGCGAGCGCGTC 
AACACAGGCGGGGCGGGCGTTAAGGTTCGCCTGGTCAAGGGTGCTAATTTGCCTATGGAG 
CACGTCCACGCGCAGATCACCGGCTGGCCAGTTGCCACAGAACCTTCCAAACAAGCCACC 
GATGCCAATTACAAGCGCGTCCTCTATTGGACGATGCGCAAAGAAAACATGGAGGGCCTG 
CGCCTGGGCGTTGCCGGCCACAACCTTTTCGACATAGCATTCGCACATTTGCTCTCTGTG 
GAGCGTGGGGTAGCGGACCGTGTGGAGTTCGAAATGCTGCAGGGCATGGCGTCCGATCAG 
GCGCGCGCCGTCAGCGTTGACGTCGGTGAGCTGCTGCTTTACGTACCAGCCGTGCGCCCA 
CAAGAATTCGACGTGGCCATTTCTTACCTCGTGCGCCGCCTCGAGGAAAACGCCGCGAGC 
GAAAACTTCATGTCCGCCATCTTCGACCTCGACGCCGACAACCCGTCCTTCAAGCGAGAG 
GAGAGCCGCTTCCGCGCCTCCATATCTGACCTCGCCACGCTCATCGACGTGCCCGCGCCC 
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GGCCCCAACCACACACAAGACCGCAGCAAAGAGACGCTTCTCGACGCCCCCCTCGTCCCA 
TTTATCAACGAGCCCGACACCAACCCAGCGCTCATCCAAAACCAACAGTGGGCCACAAAA 
GCCGTCGCCACCGCAGCAGAGCCCGGTTGGTTGGAAAAACAAACAAAGCCGGAGGTGTTG 
GAAGAGGGGGACGTCGACAAGCTAATTAACGATGTGCGCGACGCTGCTGAAGCGTGGGCA 
GCGCGCCCAGCCCGTGAACGCGCTGAGATTTTGTACAAGACCGCCGAGATTTTGCGCGTG 
CGACGCGGACACCTGATCTCAGTGACGGCCGCGGAGGTGGGCAAAGCTGTGGAACAAACC 
GACCCGG7\AATCTCTGAAGCCATTGATTTCGCCCGCTACTACGCGCATTTGGCCCTGGAA 
TTGGACGACGTAGACAATGCGGAATTCACCCCAGATCGCGTCGTTGTGGTGACCCCGCCC 
TGGAATTTCCCCATCGCGATCCCCGCTGGATCGACTTTCGCAGCACTCGCGGCGGGCGCT 
GGCGTGATCCACAAACCCTCAAAGCCTAGCCAACATTGCTCCGCTGCAGTGGTCGAAGCC 
CTCTGGGAAGCCGGCGTTCCCCGCGAGGTTCTGCATTGCATTTACCCAGCTAATCGCGAT 
GTTGGATGTGCGTTGATCAGCCATGAACACGTCGACCGCGTCATTTTGACCGGCTCCTCC 
GAGACCGCCGCGATGTTCTCCTCCTGGCGACCAGAACTCACCATCAACGGCGAAACCTCC 
GGCAAAAACGCCATCGTGGTCACCCCATCTGCCGACCGCGACCTCGCCGTCGCCGACCTG 
GTGAAATCCGCCTTCGGCCATGCAGGACAAAAATGTTCCGCAGCCTCCCTCGGCATCTTG 
GTAGGCAGCGTCTACGAATCAGAACGCTTCCGGAAACAGCTGGTAGACGCCGCATCCTCA 
CTCATCGTCGACTGGCCTACCAACCCCTCCGCAACCGTCGGACCACTCACCGAACTCCCC 
AGCGATAAACTCCACCACGCCCTAACCACCCTCGAAGAAGGAGAAAGCTGGCTGCTGAAA 
CCCCGACAACTCGACGACACCGGCCGACTCTGGTCACCCGGCATCAAAGAAGGCGTCAAA 
CCAGGAACCTTCTTCCACCTCACAGAAGTATTCGGACCAGTCCTCGGCCTGATGAAAGCC 
ACCGACCTCAATGAAGCCATCGAATTCCAAAACGGCAACGACTTCGGACTCACCGGCGGA 
CTCCAATCCCTCGACGCCGACGAAGTCCGCACCTGGCTTGACCACGTCGATGTCGGAAAC 
GCCTACGTCAACCGCGGCATCACCGGCGCCATTGTCCAACGCCAATCCTTCGGAGGCTGG 
AAAAAATCCTCCGTCGGCCTCGGATCCAAAGCCGGAGGACCCAACTATGTCATGCTCATG 
GGAACCTGGGCCGACGCGCCAAGCCACCACGCCCCACGCGAAACAAACCCGCTGATCAGC 
AAACTGGATCTCCCCGGAGAAGAGCTCGAATGGCTCGAAAAAGCCAACGCCAGCGATGAA 
ACAGCATGGAACACGGAATTCGGCAGCCCACGCGACCCCTCCGGCCTCGATGTAGAAGCC 
AACATTTTCCGCTACCGACCAGCAGAGGTAGTACTCCGACTCGACGATTCCGCCACACCC 
CGAGAAACTGCCCGCGCATTGTTGGCAGCCCGTCGCGCCGGGGTTACTCCGCGAGTTCTT 
CAAACACCAGGTGTTTCAGAGCAAGTCCGCGAAGTATTGTCCGCTGCTGGAGTGAGTGCA 
GAAACAGTCGATGATTCGGTATTTATTTCCAACGTGTTGCGCGGCGAATACGACGAGAAC 
TCCAGCGTCCGAGTCCGCTACCTGGGCAAAGTTAGCGACACTGTCCGTGAACGCCTATCT 
GTACGGCCCGAAGTTGTTCTGCTTGACGATGCAGTAACTGCCTCCGGTCGAGTTGAATTA 
CGTTACTGGCTCAAAGAACAAGCAATTTCCATGACGTTGCACCGTTTTGGAAACCCAGTT 
GCGGCCTTCCACGAGTTGGCGGAGGAACTTAAACGT 

>RXN00023-downstream 
TGATCGTTTTGCGCATGGGTCGC 

>RXN0 007 6-upst ream 

TCTAGGAGTGTTAAACAGCCTGGACTTGAAACACCTTTAACTACTTGATTTTCACACCCT 
T G T T T C C AT AAAAGG G C T C AC G AAAG G C AAC T T C AAAC AC 

>RXN0007 6 

ATGACAACTCCCCTGCGCGTAGCCGTCATCGGAGCTGGCCCTGCTGGCATTTACGCATCC 
GACCTCCTCATCCGCAATGAAGAGCGCGAAGTGTTCGTTGACCTTTTCGAGCAAATGCCT 
GCACCGTTCGGACTCATCCGTTACGGCGTTGCTCCAGACCACCCACGCATCAAGGGCATC 
GTTAAGTCCCTGCACAACGTGTTGGACAAGCCACGCCTGCGCCTGCTCGGTAACATTGAA 
ATCGGCAAAGACATCACCGTCGAAGAACTCCGCGACTACTACGATGCAGTCGTGTTCTCC 
ACCGGCGCAGTTGCAGACCGCGACCTCAACATCCCCGGAATTGAAGCAGAAGGCTCCTTC 
GGTGCCGGCGAGTTCGTTGGCTTCTACGACGGCAACCCACGCTTCGAGCGCTCCTGGGAT 
CTGTCTGCACAGTCCGTCGCTGTTATCGGCGTTGGTAACGTCGGCCTCGACGTAGCCCGC 
ATCCTGGCTAAGACAGGCGACGAGCTCAAAGTCACCGAAATTTCCGACAACGTCTACGAC 
TCCCTCAAAGAAAACAAGGCCACTGAAGTGCACGTTTTCGGACGTCGTGGCCCAGCACAG 
GTCAAGTTCACCCCACAGGAACTCAAAG7\ACTCGACCACTCCCCCACCATCAACGTGGTT 
GTTGATCCAGAAGACATCGACTACGACGGCGCCTCTGAAGAAGCCCGCCGCGCATCCAAG 
TCCCAGGACCTGGTCTGCCAGATCCTGGAACAGTACGCAATCCGCGAGCCAAAGGACGCT 
CCGCACACCCTGCAGATCCACCTCTTTGAAAACCCAGTTGAGGTTCTTCAAAAGGACGGC 
AAGGTTGTTGGCCTGCGCACCGAACGCACCTCACTTGATGGCAACGGCGGCGTAAACGGA 
ACCGGCGAATTCAAGGACTGGCCAGTCCAGGCTGTCTACCGCGCAGTCGGCTACAAGTCC 
GACCCCATCGACGGCGTCCCATTCGATGAGAACAAGCACGTCATCCCTAATGACGGCGGA 
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CATGTCCTCACCGCTCCAGGCGCAGAACCAGTACCAGGCCTCTATGCAACCGGCTGGATC 
AAGCGTGGACCAATCGGTCTAATCGGCAACACCAAGTCCGACGCCAAGGAAACCACCGAC 
ATCCTCATCAAGGATGCCGTCGCCGGTGTACTTGAAGCTCCAAAGCACCAGGGCGAAGAA 
GCCATCATCGAGCTTCTCGATTCCCGCAACATCCCATTCACCACCTGGGAAGGCTGGTAC 
AAACTCGACGCAGCAGAGCGCGCACTCGGTGAAGCCGAAGGCCGCGAGCGCAAGAAGATT 
GTTGATTGGGAAGAAATGGTCCGCCAGGCCCGCGAAGCTCCAGCAATTGTC 

>RXN0007 6-downstream 
TAAATTGTTTTAACGCGTGAAGC 

>RXN00116-upstream 

CGCGGCACGCACGCTGGGGGCAAGCGTCGACAAGCACAAACTTTTTGCTTAATTGAATCC 
TTTGCGCACCAATCAATGGGGGATCAAATATAGTAGCTGC 

>RXN00116 

ATGAGTAATGACTTCGTCGTTTCTAGGCTTAGACCCTTTGGTGAAACGATTTTTGCAACC 
ATGACCCAGCGAGCTGTTGAGGCGGGTGCAATCAATCTTGGTCAGGGCTTTCCTGATGAG 
GATGGTCCTCGTCGGATGTTAGAGATCGCGTCGGAGCAGATTCTCGGGGGAAATAATCAG 
TATTCGGCGGGGCGTGGGGATGCTTCGTTGAGGGCAGCTGTGGCTCGTGATCATTTGGAG 
AGGTTTGATCTGGAGTACAACCCTGATTCGGAGGTGTTGATCACGGTGGGGGCCACTGAG 
GCGATTACGGCGACTGTGTTGGGTTTGGTGGAGCCTGGGGATGAAGTGATCGTTTTGGAA 
CCGTATTACGATGCGTATGCGGCGGCTATTGCGTTGGCGGGGGCGACGCGGGTGGCGGTT 
CCTTTGCAGGAGGTGGAGAACTCGTGGGATGTGGATGTCGATAAGTTGCATGCGGCGGTG 
ACTAAGAAGACGCGGATGATTATCGTTAATTCGCCGCATAATCCGACGGGTTCGGTGTTT 
TCTAAGAAGGCGTTGAAGCAGTTGGCGGGTGTTGCTCGTGCGTATGACTTGTTGGTGTTG 
TCAGATGAGGTGTATGAGCATCTTGTTTTTGATGATCAGAAGCATGTGAGTGTCGCGAAG 
CTGCCCGGTATGTGGGATCGCACGGTGACGGTGTCGTCGGCGGCGAAAACGTTCAATGTG 
ACTGGTTGGAAGACGGGGTGGGCGTTGGCACCGGAGCCGTTGTTGGAGGCGGTGTTGAAG 
GCGAAGCAGTTTATGTCTTATGTGGGGGCTACACCTTTTCAGCCGGCTGTGGCGCATGCG 
ATTGAACATGAGCAGAAGTGGGTGTCAAAGATGTCTAAGGGGCTTGAGCTCAAGCGGGAT 
ATTTTGCGTACTGCGTTAGATAAGGCGGGGCTGAAGACTCATGACAGTATGGGCACGTAT 
TTCATCGTTGCGGATATTGGGGATCGTGATGGTGCGGAGTTCTGTTTTGAGTTGATTGAG 
AAGGTTGGGGTGGCGGCGATTCCGGTGCAGGCGTTTGTGGATCATCCGAAGAAGTGGTCG 
TCGAAGGTTCGTTTTGCGTTTTGCAAAAAAGAAGAGACGCTCCGCGAAGCTGCGGAGCGT 
C T C AAGGGG AT TAAGAAAC T A 

>RXN0011 6-downstream 
TAGTTTGAACAGGTTGTTGGGGG 

>RXN0 01 32 -upstream 

AACAGCTTCAATCAATTCGGTGTCCACTCCAACATGTAGAGTGGTGCGCGTTAAAAAAGT 
TTTCCTAATTTTCATTTTCTTAAAAGGAGCTCGCCAGGAC 

>RXN00132 

ATGGCACAGGTTATGGACTTCAAGGTTGCCGATCTTTCACTAGCAGAGGCAGGACGTCAC 
CAGATTCGTCTTGCAGAGTATGAGATGCCAGGTCTCATGCAGTTGCGCAAGGAATTCGCA 
GACGAGCAGCCTTTGAAGGGCGCCCGAATTGCTGGTTCTATCCACATGACGGTCCAGACC 
GCCGTGCTTATTGAGACCCTCACTGCTTTGGGCGCTGAGGTTCGTTGGGCTTCCTGCAAC 
ATTTTCTCCACCCAGGATGAGGCTGCAGCGGCTATCGTTGTCGGCTCCGGCACCGTCGAA 
GAGCCAGCTGGTGTTCCAGTATTCGCGTGGAAGGGTGAGTCACTGGAGGAGTACTGGTGG 
TGCATCAACCAGATCTTCAGCTGGGGCGATGAGCTGCCAAACATGATCCTCGACGACGGC 
GGTGACGCCACCATGGCTGTTATTCGCGGTCGCGAATACGAGCAGGCTGGTCTGGTTCCA 
CCAGCAGAGGCCAACGATTCCGATGAGTACATCGCATTCTTGGGCATGCTGCGTGAGGTT 
CTTGCTGCAGAGCCTGGCAAGTGGGGCAAGATCGCTGAGGCCGTTAAGGGTGTCACCGAG 
GAAACCACCACCGGTGTGCACCGCCTGTACCACTTCGCTGAAGAAGGCGTGCTGCCTTTC 
CCAGCGATGAACGTCAACGACGCTGTCACCAAGTCCAAGTTTGATAACAAGTACGGCACC 
CGCCACTCCCTGATCGACGGCATCAACCGCGCCACTGACATGCTCATGGGCGGCAAGAAC 
GTGCTTGTCTGCGGTTACGGCGATGTCGGCAAGGGCTGCGCTGAGGCTTTCGACGGCCAG 
GGCGCTCGCGTCAAGGTCACCGAAGCTGACCCAATCAACGCTCTTCAGGCTCTGATGGAT 
GGCTACTCTGTGGTCACCGTTGATGAGGCCATCGAGGACGCCGACATCGTGATCACCGCG 
ACCGGCAACAAGGACATCATTTCCTTCGAGCAGATGCTCAAGATGAAGGATCACGCTCTG 
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CTGGGCAACATCGGTCACTTTGATAATGAGATCGATATGCATTCCCTGTTGCACCGCGAC 
GACGTCACCCGCACCACGATCAAGCCACAGGTCGACGAGTTCACCTTCTCCACCGGTCGC 
TCCATCATCGTCCTGTCCGAAGGTCGCCTGTTGAACCTTGGCAACGCCACCGGACACCCA 
TCATTTGTCATGTCCAACTCTTTCGCCGATCAGACCATTGCGCAGATCGAACTGTTCCAA 
AACGAAGGACAGTACGAGAACGAGGTCTACCGTCTGCCTAAGGTTCTCGACGAAAAGGTG 
GCACGCATCCACGTTGAGGCTCTCGGCGGTCAGCTCACCGAACTGACCAAGGAGCAGGCT 
GAGTACATCGGCGTTGACGTTGCAGGCCCATTCAAGCCGGAGCACTACCGCTAC 

>RXNO 01 32 -downstream 
TAATGATTGTCAGCATTGAGGGA 

>RXN00198-upstream 

ATGCAGGATTAGAGCAGCAGCAACGGAGCCAGAATCAGTCTCCCAATTTGATATCCAGCC 
CCGCGCTCCTTTCCAGCGCGCCGATTCCACTCCATGGCCG 

>RXN00198 

ATGTACCCCAACCTCTTCCGCACCGCAACGGCTCACGAAGAAGGCGAATACATCATCACT 
GGCGATGAATCAGCCGATGAAATCGCAGCCCTGGGCCTCGCCGAACGTGCCGCAGGCTCC 
ACGCTTGGTGAACGTAAATTTGCTGTCAACACCGTGGAATTCCACGGCAACAACGGCCAC 
GTCACCGGACTCACCGGCAACCAAATCCGAGTTGTCAACGGCAAACGTGAACCAATCGAA 
GGCACCGAATTCCCCTTCGAAGCAGACCTCGTTCTTGTTGCACTTGGCTTCACCGGCGCA 
GAACAAGGCGGATTGGCACACGAACTAGGCGTAGGTTTCGACGACCGGGGCCGCATCCTC 
CGCGATTCCGAATACCGCAGCCCCACCAACTCCCGCGTTTACATCGCAGGCGACAACGGC 
CGTGGCCAGTCCCTGATCGTGTGGGCAATCGCCGAAGGCCGCGCATGCGCCGCAGCTATC 
GACGCCGATCTCATGGGTGAAACTGCACTCCCTGTAGCAGTTGCACCACAGGACGTGCCG 
CTGGCTGTC 

>RXN00 198 -downstream 
TAGCTTGGG T AG AAAAT G C TAG A 

>RXN0 02 62 -upstream 

ACACCGCGGGAAAGATTGCATCAACCGGTGTCGACGTCATTTCCGTTGGAGCGCTTACCC 
ATTCTGTGCATGCACTTGACCTAGGACTCGATATTTTCTA 

>RXN00262 

ATGCTCTACCTTGATAATGCAGCCACCACCAGTGTGCGCAATGAAGCACTTGAGGCCATG 
TGGCCTTATCTCACCGGAGCGTTTGGCAATCCGTCAAGTCCCCATGAGGTGGGAAGACTC 
GCCTCTGCGGGGCTGGAGGATGCTCGAACTCGGGTGGCCCGCATTATCGGAGGACGCCCC 
ACACAGGTGACGTTTACGTCGGGTGGATCAGAAGCCAACAACCTCGCTATCAAAGGAGCG 
TGCTTAGCTAATCCTCGTGGCCGGCACCTCATCACCACCCCGATCGAGCATGACAGTGTC 
CTAGAAACTGCTGCTTATCTTGAAAGGTTTCATGATTTCGAGATCACCTACCTATCCCCC 
GATCACACTGGGCTGATCTCCCCGGAGGGTCTCCGCAAAGCAGTCAGGCCGGACACCACA 
TTGATCAGCATTGGTTATGCCAACAATGAGGTGGGAACCATTCAGCCGATAGCTGAGTTG 
GCGGCGGTAAGCAGTACGCCTTTTCACACCGATGCAGTGCAAGCTGCACATTTAACCTTT 
GACTTGGGAGTTGACGCGTTAAGTTTGTCGGGTCATAAATTCGGTGCGCCTAAAGGGATT 
GGAGTGTTATGGTCAAAGCTTCCCCTGGAGCCGGTAATCCATGGCGGCGGCCAGGAAAAA 
GGGCGGCGTAGTGGCACGGAAAACGTTGCGGGGGCTATCGCCTTTGCCACTGCCTTGGAA 
TTGGCCAGGGCGGAATCCTATCCAGATCTTGGCGAATTCATCGAGGAAGTTCTCACTATC 
CCGGGAGCACACCTGACTGGACATCCTAGGATGCGCATTGATGGACACGCATCTTTTCTC 
TTCGACAGCATAGGATCTGAAACTGTTCTTCTGGAATTGGAACGCCAAGGCATTGTGTGC 
TCCCCTGGTTCTGCCTGTGGTTCCGGAGAGGTATCCCATGTGTTGCTGGCGTTGGGGCTT 
GAGGAGGATCAAGCACGAACGGCTGTGCGCTGTACTTTTAGTACAACACACAGCCGTGAA 
GATGCGCTCGTGGCAGCCTCTGCTCTTAAATCCGCGGTCGCCTTAATCAGAGGG 

>RXN002 62-downstream 
TGACGCTAGTCAGAGGTTTACGG 

>RXN0 0351 -upstream 

GAAGGCTGCTGCTAAGAAAACGACCAAGAAGACCACTAAGAAAACTACTAAAAAGACCAC 
CGCAAAGAAGACCACAAAGAAGTCTTAAGCCGGATCTTAT 
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>RXN00351 

ATGGATGATTCCAATAGCTTTGTAGTTGTTGCTAACCGTCTGCCAGTGGATATGACTGTC 
CACCCAGATGGTAGCTATAGCATCTCCCCCAGCCCCGGTGGCCTTGTCACGGGGCTTTCC 
CCCGTTCTGGAACAACATCGTGGATGTTGGGTCGGATGGCCTGGAACTGTAGATGTTGCA 
CCCGAACCATTTCGAACAGATACGGGTGTTTTGCTGCACCCTGTTGTCCTCACTGCAAGT 
GACTATGAAGGCTTCTACGAGGGCTTTTCAAACGCAACGCTGTGGCCTCTTTTCCACGAT 
CTGATTGTTACTCCGGTGTACAACACCGATTGGTGGCATGCGTTTCGGGAGGTAAACCTC 
AAGTTCGCTGAAGCCGTGAGCCAAGTGGCGGCACACGGTGCCACTGTGTGGGTGCAGGAC 
TATCAGCTGTTGCTGGTTCCTGGCATTTTGCGCCAGATGCGCCCTGATTTGAAGATCGGT 
TTCTTCCTCCACATTCCCTTCCCTTCCCCTGATCTGTTCCGTCAGCTGCCGTGGCGTGAA 
GAGATTGTTCGAGGCATGCTGGGCGCAGATTTGGTGGGATTCCATTTGGTTCAAAACGCA 
GAAAACTTCCTTGCGTTAACCCAGCAGGTTGCCGGCACTGCCGGGTCTCATGTGGGTCAG 
CCGGACACCTTGCAGGTCAGTGGTGAAGCATTGGTGCGTGAGATTGGCGCTCATGTTGAA 
ACCGCTGACGGAAGGCGAGTTAGCGTCGGGGCGTTCCCGATCTCGATTGATGTTGAAATG 
TTTGGGGAGGCGTCGAAAAGCGCCGTTCTTGATCTTTTAAAAACGCTCGACGAGCCGGAA 
ACCGTATTCCTGGGCGTTGACCGACTGGACTACACCAAGGGCATTTTGCAGCGCCTGCTT 
GCGTTTGAGGAACTGCTGGAATCCGGCGCGTTGGAGGCCGACAAAGCTGTGTTGCTGCAG 
GTCGCGACGCCTTCGCGTGAGCGCATTGATCACTATCGTGTGTCGCGTTCGCAGGTCGAG 
GAAGCCGTCGGCCGTATCAATGGTCGTTTCGGTCGCATGGGGCGTCCCGTGGTGCATTAT 
CTACACAGGTCATTGAGCAAAAATGATCTCCAGGTGCTGTATACCGCAGCCGATGTCATG 
CTGGTTACGCCTTTTAAAGACGGTATGAACTTGGTGGCTAAAGAATTCGTGGCCAACCAC 
CGCGACGGCACTGGTGCTTTGGTGCTGTCCGAATTTGCCGGCGCGGCCACTGAGCTGACC 
GGTGCGTATTTATGCAACCCATTTGATGTGGAATCCATCAAACGGCAAATGGTGGCAGCT 
GTCCATGATTTGAAGCACAATCCGGAATCTGCGGCAACGCGAATGAAAACGAACAGCGAG 
CAGGTCTATACCCACGACGTCAACGTGTGGGCTAATAGTTTCCTGGATTGTTTGGCACAG 
T C GG GAG AAAAC T C A 

>RXN00351-downstream 
TGAACCGCGCACGAATCGCGACC 

>RXN0035 5-upstream 

AATAGATCAGCGCATCCGTGGTGGAACCAAAAGGCTCAACAATACGAAACGTTCGCTTTC 
GGTCCTGATGAAAGAGATGTCCCTGAATCATCATCTAAGT 

>RXN0 0355 

ATGCATCTCGGTAAGCTCGACCAGGACAGTGCCACCACAATTTTGGAGGATTACAAGAAC 
ATGACCAACATCCGCGTAGCTATCGTGGGCTACGGAAACCTGGGACGCAGCGTCGAAAAG 
CTTATTGCCAAGCAGCCCGACATGGACCTTGTAGGAATCTTCTCGCGCCGGGCCACCCTC 
GACACAAAGACGCCAGTCTTTGATGTCGCCGACGTGGACAAGCACGCCGACGACGTGGAC 
GTGCTGTTCCTGTGCATGGGCTCCGCCACCGACATCCCTGAGCAGGCACCAAAGTTCGCG 
CAGTTCGCCTGCACCGTAGACACCTACGACAACCACCGCGACATCCCACGCCACCGCCAG 
GTCATGAACGAAGCCGCCACCGCAGCCGGCAACGTTGCACTGGTCTCTACCGGCTGGGAT 
CCAGGAATGTTCTCCATCAACCGCGTCTACGCAGCGGCAGTCTTAGCCGAGCACCAGCAG 
CACACCTTCTGGGGCCCAGGTTTGTCACAGGGCCACTCCGATGCTTTGCGACGCATCCCT 
GGCGTTCAAAAGGCAGTCCAGTACACCCTCCCATCCGAAGACGCCCTGGAAAAGGCCCGC 
CGCGGCGAAGCCGGCGACCTTACCGGAAAGCAAACCCACAAGCGCCAATGCTTCGTGGTT 
G C C G AC G C G G C C GAT C AC GAG C G CAT C G AAAAC G AC A T C C G C AC CAT G C C T GAT T AC T T C 
GTTGGCTACGAAGTCGAAGTCAACTTCATCGACGAAGCAACCTTCGACTCCGAGCACACC 
GGCATGCCACACGGTGGCCACGTGAT TACCACCGGCGACACCGGTGGCTTCAACCACACC 
GTGGAATACATCCTCAAGCTGGACCGAAACCCAGATTTCACCGCTTCCTCACAGATCGCT 
TTCGGTCGCGCAGCTCACCGCATGAAGCAGCAGGGCCAAAGCGGAGCTTTCACCGTCCTC 
GAAGTTGCTCCATACCTGCTCTCCCCAGAGAACTTGGACGATCTGATCGCACGCGACGTC 

>RXN0 035 5 -downstream 
TAATTTAGCTCGAGGGGCAAGGA 

>RXN003 65-upstream 

GAAGCCTACGATCGCTTGCACGCGACCAACAATTTCCCCGAGTTCACCGGCCGTTTGTGC 
CCCGCACCCTGCGAAGGCGCCTGCGTGCTCGGTATCAACG 

>RXN00365 
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ATGATTCTGTCACCATCAAAAACGTTTGAGCTGGAAATCGTCGAAAAAGCATTCCGCGAA 
GGCTGGGTGCAACCAGTAATCCCATCCATGTCTACCGGGCTGTCAGTCGCCGTCGTCGGT 
TCCGGCCCCGCTGGCCTTGCCGCCGCGCAGCAGCTCACCCGCGCAGGCCACAGCGTTACC 
GTCTTTGAACGCGACGACCGCCTCGGCGGCCTCATGCGCTACGGCGTGCCAGAATACAAA 
ATGGAGAACCGCTGGATCGACCGCCGCATCGAGCAAATGGAAGCAGAGGGCACAACTTTC 
CAGGTAGGCACCTCGCCGCGCGCCGCTGAACTAGCGCTTTTCGACGCGATCCTCCTCGCA 
ACCGGCACCCCAGTGGCCCGCGAACTCTCAGTTCCAGGCCACGATCTCAACGGCATCCAT 
GCGGCAATGGATTACCTCACCGCCCAAAACCGCATCAACGAAGGCGACGGTGAAGTCTCT 
CCAATCAACGCCAAAGGCAAGAAAGTTGTCATCATCGGTGGCGGCGACACCGGCACCGAC 
TGCTTCGGCACCGCACTGCGCCAAGGAGCAGAATCAGTCACCCAATTTGATATCCGCCCC 
CGCGCTCCTTTCCAGCGCGCCGATTCC 

>RXN003 67 -upstream 

ATCGAAAGTAACCCTTTTGTTACTTGCGTTGCAGGTAGTGTCCCTGATTTTCTTATTATC 
GAACGATTGATAGAAACAGGATTAAAGTGAGGTATCCCGC 

>RXN00367 

ATGAAACCACAAGGACTCTACAACCCTGCGCATGAACATGACGCCTGCGGTGTGGCGTTT 
ATTGCGGATATCCACGGTCGACCCAGCCGCAGCATTGTTGATCGTGCACTTGAGGCGCTT 
CGCAACATTGACCACCGAGGTGCCGCCGGTGCAGAGAAGAACACTGGCGATGGTGCGGGC 
ATCCTCATGCAGATTCCGGACGGCTTTTATCGTGAAGTATCTGGCATTGAGCTTCCTGAG 
GCAGGGGAGTATGCCACTGGTATTGCGTTCTTGCCTCGCGGTCGCATGGCGATGATGGAT 
GCTCAGAAGGAAATTGAGCGCATCGCAAAGCAAGAAGGTGCCGATGTGCTTGGTTGGCGC 
ATGGTTCCTTTTGATTCTCGTGATTTGGGTTCCATGGCTGAGGAGGCGATGCCTAGTTTC 
GCGCAGATTTTCCTTACTGTGCCTGGAAAATCTGGTGAAGATCTTGACCGTGTGATGTTC 
TTTATCCGTAAGCGTTGTGAGCGTGAGCTGGGCACCACCAATGGTCGCGATACGGTGTAT 
TTCCCGTCGCTATCTTCACGCACCATCATTTACAAAGGCATGTTGACCACTCTGCAGCTT 
GAGGGCTTCTTTGAGGATCTGGGTGATGCTCGCCTGGAGTCGGCCATTGCTATTGTGCAC 
TCGCGTTTCTCCACGAACACTTTCCCAAGCTGGCCGCTGGCGCACCCGTACCGTTTCGTT 
GCCCACAACGGTGAGATCAACACTGTGCGTGGCAATGAAAACTGGATGCGCGCCCGCGAG 
GCGCTTATCAAAAACGACAAGCTGGGCAATTTGAGCAGCGTGCTGCCTATCTGCACCCCG 
GAGGGCTCGGATACCGCGCGTTTCGACGAGGCTTTGGAGCTTTTGCACCTGGGCGGATAC 
TCACTTCCGCATGCTGTTGCGATGATGATCCCTCAGGCGTGGGAACACAACAAGACGCTG 
AGCCCTGAGCTGCGTGATTTCTACGAATACCACTCTTGTCTGATGGAGCCATGGGATGGT 
CCTGCAGCGCTGGCATTTACTGACGGTCGTTTTGTGGGTGCCGTGCTGGACCGTAATGGC 
CTGCGACCTGGGCGAATCACCATTACTGATTCGGGTTTGGTTGTGATGGCTTCTGAATCG 
GGAGTGTTGGACTTGAGGGAGGAGAGCGTCGTAAAGCGTACTCGCGTACAGCCTGGACGC 
ATGTTCCTTGTTGACACTGCCGAGGGCCGCATCGTTGAAGACGAGGAAATCAAGCAGAAA 
TTAAGCGAAGCGCAGCCATATGGTGAGTGGATTCGCGATAATTTTGTGCATCTGGATCGT 
CTGCCTCAGACACGCTACAACTACATGGCGCACTCTCGTGCTGTGTTGCGTCAGCGTGTT 
TTCGGAATCACTGAAGAAGATGTGGATTTGTTGCTGCTGCCGATGGCCCGCCAGGGTGCT 
GAGGCGATTGGTTCCATGGGTTCGGATACGCCAATTGCGGCGCTATCCCAGCGACCACGC 
ATGCTTTATGATTTCTTCGCGCAGCGCTTTGCTCAGGTGACAAACCCACCGTTGGACTCT 
ATCCGCGAAAAGCCTGTGACCAGCATGTTCACTTTGTTGGGTGCGCAGTCTGACGTGCTC 
AATCCGGGTCCTGATGCGGCGCGACGTATCCGTTTGGAATCGCCGATCATTGATAACCAT 
GAGCTGGCCACCTTGATCAATGCCAACGCGCATGGTGAGTGGGATTCCTTTGGTGCTGCT 
GTAATTTCTGGTTTGTACCCAGTGGCTCACCATGGTGCCGGCATGAAGGCTGCGATTGCT 
CGTGTGCGCCGCGAGGTTTCTGAAGCAATCCGCAATGGCAAGACGTTGATCGTGCTGTCG 
GATCGTGAATCTGATGAGCGCATGGCACCTATCCCTGCGCTGCTGCTGACTTCCGCTGTG 
CATCAGTACTTGGTGCAGCAACGTACCCGTACCCAGTGCTCCCTGGTGGTGGAATCCGGC 
GATGCCCGCGAGGTTCATCACCTGGCGATGCTCATTGGTTTTGGTGCCGATGCGATCAAC 
CCGTACATGGCATTTGAAACCATCGATGAGCTGCGCATGAAGGGTCAGTTGGGTGATCTT 
TCTTTGGATGAGGCATCCCGAAACTACATCAAGGCAGCCACCACTGGTGTGCTGAAGGTG 
ATGTCCAAGATGGGCATTGCAACGGTGTCTTCGTACCGTGGCGCGCAGCTTGCCGATGTC 
ACTGGTCTGCACCAGGATCTCCTGGACAACTACTTCGGTGGTATTGCTTCACCAATTTCT 
GGCATCGGTCTGGATGAAGTTGCAGCTGACGTAGAAGCTCGTCACCGCAGCGCATTTTTG 
CCACGCCCTGAAGAGCACGCTCACCGTGAATTGGATTTGGGTGGTGAATACAAGTGGCGC 
CGCGAAGGTGAATACCACCTGTTCAACCCAGAAACCATCTTCAAGCTGCAGCATGCAACG 
CGTTCTGGCAGCTACGAGATTTTCAAGGATTACACCCGCAAGGTTGATGATCAATCCACT 
CGCTTGGGTACTATTCGTGGACTGTTTGAGTTCAGCACGGACCGCAAGCCAATTTCGGTG 
TCTGAGGTGGAGCCGGTCAGTGAGATCGTGAAGCGTTTCTCCACTGGTGCGATGTCTTAT 
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GGCTCGATTTCTGCTGAAGCCCATGAGGTCTTGGCCATCGCCATGAACCGACTGGGCGGT 
ATGTCCAACTCCGGCGAAGGTGGCGAGGACGCCCGCCGATTTGATGTGGAACCCAACGGT 
GACTGGAAGCGCTCTGCCATTAAGCAGGTGGCCTCGGGACGTTTCGGCGTGACCAGCCAC 
TACTTGAACAACTGCACCGATATTCAGATCAAGATGGCACAGGGCGCAAAGCCCGGTGAA 
GGTGGCCAGCTGCCACCAAACAAGGTGTACCCATGGGTTGCAGAAGTCCGCATCACCACC 
CCAGGCGTTGGTCTGATTTCCCCTCCACCACACCACGATATTTACTCCATTGAGGATCTG 
GCTCAGCTGATCCACGACCTGAAGAACGCTAACCCACGCGCACGAATCCACGTGAAGCTA 
GTGGCAGAACAAGGCGTGGGCACCGTTGCCGCAGGTGTGTCCAAAGCACACGCTGATGTG 
GTGCTTATTTCCGGCCACGATGGCGGAACTGGCGCATCTCCTTTGACCTCCCTGAAGCAT 
GCCGGTGGTCCATGGGAGTTGGGCTTGGCTGAAACCCAGCAAACGTTGCTGCTCAACGGC 
CTGCGCGATCGTATTCGCGTGCAGTGCGATGGTCAGCTGAAAACTGGCCGAGACGTGGTT 
ATCGCAGCTCTTCTCGGTGCCGAAGAATTCGGTTTTGCCACCGCACCGCTGGTGGTTGAA 
GGCTGCATCATGATGCGCGTCTGCCACCTGGACACCTGCCCGGTGGGTATCGCTACCCAG 
AACCCGGATTTGCGTTCCAAGTTCACCGGCAAGGCTGAACACGTGGTCAACTTCTTCACC 
TTCATCGCCCAGGAAGTCCGTGAGTACTTGGCACAGCTTGGTTTCCGCTCTATTGATGAA 
GCCGTCGGACAAGCCCAGGTGCTGCGCAAGCGTTCCGGAATCCCAGCTGATTCCCGCGCA 
GCACACCTGGATTTGAGCCCAATTTTCCATCGCCCAGAAACTCCACACTTCCCAACTCAG 
GATGTGCGTTGCACCAAGACCCAGGAACACAGCCTAGAAAAAGCCCTGGACAACGCATTT 
ATTGATAAGGCTTCGGACACGATCACCCGTGCCGCAGCGGGTGTGGAAACCAGCATTGTT 
ATTGATAGCTCCATCAGCAACGTCAACCGTTCAGTTGGCACGATGCTGGGTTCTGCAGTC 
AGCCGCGTGGCTGGTGCCCAAGGTTTGCCAGACGGCACCATCACCTTGAATCTTCAAGGC 
TGCGCCGGTAACTCCTTTGGCGCGTTCATCCCACGAGGCATCACCATCAACCTCACCGGC 
GATGCCAATGACTTTGTGGGCAAGGGATTATCTGGCGGAAAGATTGTGATCAAGCCTTCC 
GCTCAGGCTCCGAAGCAGCTGAAGAACAATCCAAATATCATTGCCGGAAACGTGCTTGGA 
TACGGCGCAACCAGTGGTGAATTGTTCATTCGTGGCCAGGTCGGCGAACGTTTCTGCGTC 
CGTAACTCTGGCGCCACCGCAGTGGTTGAAGGTATCGGAAACCACGGTTGTGAGTACATG 
ACTGGCGGCCGAGTCCTGGTTTTGGGCCCGGTTGGTGAGAACTTTGGTGCCGGCATGTCT 
GGTGGCATTGCATACCTGGCTAATTCCCCGGACCTAAACCAGAAGATCAATGGCGAATTG 
GTGGATGTTGTTCCACTGAGCGCTGACGATCTGACGTGGGCTGATGAGCTCATTGCTCGC 
CACCGCGAACTCACCGGATCCGAGACCAAGCTGCGTGCACAAGATTTGGTGAAAATCATG 
CCGCGCGATTTCCAAAAAGTACTCAACATCATCGAAACGGCCCACGCTGAGGGCCAAGAC 
CCAGCAATCAAGATCATGGAGGCAGTGAGC 

>RXN0 03 67 -downstream 
TAATGGCCGACCCACAAGGATTC 

>RXN00 371 -upstream 

GTCGTGGACAATCCCGGATCGAAAATTTGATTCGGCTTTTTTCATGGCTGTTGATGGAGT 
ACGTTGGTCGTTTTCGAGACAAGTACTAGAAAAGATATTG 

>RXN00371 

ATGACTATCGCCCATAAGCCCGAGATGGCTGAAACTACCGGGATCGAGACCAACCAGGTT 
TCCGAAACCATCGGGGTTGAATCGCTCACGCACGGAAACTTACGTCCTGTTTCATCTTTT 
GAGGGACAGCATGAGGGACAAACGGAAGAGTTACTTCCAGGCAAAGTCATTTTTGTTGGG 
GCCGGTCCCGGTAACCCTGATCTTCTTACAGTTCGTGCCCGTGAAGTTCTGGGCAACGCG 
GTTCGTGCGATTACTGATGAACAAGTACTAAGCGGCGTTCGAGCTTTTGTCGCCACTGAA 
ATTCCTGTGCCGGAAGATAAGCTTCAGGCTGCGGAAGATGAGTACGAGCGCATCTGCATT 
GAAGCGAAGGAGAACGGTGCACGCCGTAAGCCTCCTCGTCCAGCACCACCAACCGCTGCA 
GAGATCACGGAAGTTTCTGAGGCGACTCCAGCTCAGATTGTTGAGCTTGTGCAGGATGCT 
CTTTCTTATGGTGGAGATGTTATTCGTCTTGTCACCGGCAACCCATTGAGCAGCGATGCC 
ACACTGGCTGAGATCTCTGCAGTTTCCGAGGCTGGCCTGGAGTTCCAGGTGGTTCCAGGT 
ATGTCTTTGCCTGCAACGGTTCCTGCATTTGCGGGAATTGCGTTGGGTTCTACCTACACC 
GAAACTGATGTCAACGGTCAAAACTTGGACTGGGATCAGTTGGCTAGCGCACCTCAGCCT 
TTGGTGCTGCAGGCCCGCGTGGATGACCTTTCCCGTATTGCACAGGAACTAAAGGCCCGC 
AATATGTCTTTGGAAACTCCTGTTTCTGTCACCGCTAACGGCACCACCCGTTTGCAGCGC 
ACCTATGACACCACTTTAGGTCTGTTGCACAAGCTTGATGCTGAACTAAGCGGACCTTTG 
GTTGTTACCTTGGGCAAGGGTGTGGATGATCGCTCCAAGTACTCTTGGTGGGAAAACCGC 
GCTCTGTACGGTTGGCGTGTGCTGGTGCCTCGCGCTCGGGAGCAAGCGGCATCCATGTCC 
GCACGTCTGAGCAGCCACGGCGCTATCCCGCAGGAAGTCCCTACCATTTCTGTCGAACCA 
CCGCGCAACCCAGCGCAAATGGAACGCGCCATCAAGGGCATCGTCGAAGGACGCTACCAG 
TGGGTTGTCCTCACCAGCGTCAACGCAGTGAAGGCAGTCTGGGAGAAAATCACCGAATTC 
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GGCCTCGATTCACGTTCCTTCGCGGGCGTCCGCATCGCCGCAGTCGGTGAAAAAACCGCC 
GCTGAGATCCGCGCGCTCGGCATCACGCCGGAGCTTCTGCCTGCACGTACCAGGCAAAAT 
GCGCAAGGGCTTGTCGACGTGTTCCCCGAATATTTCGAAGAACTCGATCCAGTCGGCCGT 
GTCCTCTTGCCGCGCGCAGATATCGCAACCGACGTGCTTGTCGACGGCCTGACCCACCTT 
GGTTGGGAAGTCGAAGACGTGGTGGCTTACCGCACCGTCCGCGCAGCACCACCAAGCGCT 
GATATCCGAGATATGATCAAGACCGGCGGATTTGATGCAGTTGCCTTCACCTCTTCGTCG 
ACCGTGAAGAACCTCGTTGGTATCGCGGGTAAACCACACCCACGCACCATCGTCGCGTGC 
ATCGGACCCATGACTGCAGCGACCGCTGAAGAACTGGGACTGCGCGTTGATGTCATGCCA 
GAGATCGCCGAAGTACCAGAACTGATCGACGCTCTTGCGGAACACGTGGCGGATCTGCGC 
GCTAAGGGCGAGCTGCCGCCGCCGAGGAAGAAACGCAGGCGTCGAAAAGCGTCT 

>RXN00371-downstream 
TAAAAGGTTTTTCACTAGGGTGT 

>RXN0 0383-upstream 

CCATATCTTTAACCTTGGTCATGGTGTGCTTCCTAATACGGTGGCGGAAGATATTACTGA 
AGCCGTCTCCATCATTCATTCTTAAACTAAGAGGAGTTTC 

>RXN00383 

ATGCGTTTTGCCATCATCGGTGCAGGCCTTGCGGGTCTGACTGCTGCATATGAGATCCAT 
AAAGCTGATCCCACTGCCCAAATCGATGTGTTGGAAGCAGGCGAACGCATTGGCGGCAAG 
CTTTTTACGGTGCCGTTTGCTTCCGGACCTACCGATATTGGAGCGGAGGCGTTTTTAGCT 
GCGCGTTCCGATGCGGTGGAGTTTTTTACTGAGCTTGGGTTGGCTGATTCTTTGGTCAGC 
CCGTCTGCTGCGAAGTCTCAGTATTTCGCGGGCGGTGCGCTGCATGCGTTCCCCGCAGGT 
GGAGTGATGGGTATTCCAAGCAATCCACCAGCAGGCGCGCAAGACACCGCTTTTGATTGG 
ACTCCTGGCCAAGACATTTCTGTTGGCGCCTTAGTGCGCCGTCAGTATGGCGATGAGATC 
GTCGATACTGTGGTGTCTTCGCTGCTTGGTGGCGTTTATTCCTCCACCGCTGATGATCTG 
GGTGTGCGCGCTTCCGTGCCGGCACTTGCTGCAGCCCTTGATCAGCTGGCTGAGGCCGGC 
GAGCCGGTGACTCTGTCAGCTGCGGTCAAGGCCGTGGAAGCTCAGCGGGAAGCCGCAAAA 
ACAACTTCAGAAACCCGCCCCGTTTTCCAGACCTTCAAGGGCGGATACGCGGAGCTGTAC 
GAAGCGTTGGCAGAGCAATGCGGTGCAGATATTCACTTGGATAGTTTCGTTTCCGCCATC 
ACCAAAGATGGTGAAGGTTTTGCCATCAAGGGCGGTGGCGAAGGCACCTACGACAAGGTG 
ATTTTGGCGGTTCCCGCTCCAACCGCCGCTGTGCTGCTCCGCGACTTGGCACCGGCCGCA 
GCGCCACATTTGCGCGCAATTAAGTTGGCTTCTTCAGCAGTCGTCGGCATGCGTTTCGAT 
TCCAGCGAGGGCCTGCCCGACAACTCCGGCGTCCTGGTCGCTGTTAATGAGCCGGGCATC 
ACGGCGAAGGCCTTCACGTTCTCCTCAAAGAAGTGGCCTCACCTGGAGGCTCGCGGGGGC 
GCGCTCGTGCGCGCGTCGTTCGGCAGGCTAGGCGATGAGGCGTCGGCACGCATGGACGAG 
GATTTGCTTGTCGACGCCGCCCTCGACGATCTCCTCACCATAACCGGGTTCGACGGCCGG 
GCTGCCGGACTGGGTGAAATTTTCGTGCAGCGCTGGTTCGGTGGGCTCCCAGCCTATGGA 
GTTGATCACATTGCTACCGTTTCGGCTGCGCGTGCAGAGATCGCAGCCGTGCCTGGCGTG 
GAAGCAATTGGCGCGTGGGCTGGGGGAGTGGGAGTTCCCGCAGTTATCGCAGATGCCCAG 
GCAGCAGTACACAGGTTGCTGGGA 

>RXN00383-downstream 
TAAGCACCCAAAAACACTATTGA 

>RXN00402 

ACTGACGAAAAGGATGGAAAGCCAGTATTGCCCTACTTCGTCACTCCAGATGCTGCTTAC 
CACGGATTGAAGTACGCAGACCTTGGTGCACCAGCCTTCGGCCTCAAGGTTCGCGTTGGC 
CTTCTACGCGACACCGGCTCCACCCTCTCCGCATTCAACGCATGGGCTGCAGTCCAGGGC 
ATCGACACCCTTTCCCTGCGCCTGGAGCGCCACAACGAAAACGCCATCAAGGTTGCAGAA 
TTCCTCAACAACCACGAGAAGGTGGAAAAGGTTAACTTCGCAGGCCTGAAGGATTCCCCT 
TGGTACGCAACCAAGGAAAAGCTTGGCCTGAAGTACACCGGCTCCGTTCTCACCTTCGAG 
ATCAAGGGCGGCAAGGATGAGGCTTGGGCATTTATCGACGCCCTGAAGCTACACTCCAAC 
CTTGCAAACATCGGCGATGTTCGCTCCCTCGTTGTTCACCCAGCAACCACCACCCATTCA 
CAGTCCGACGAAGCTGGCCTGGCACGCGCGGGCGTTACCCAGTCCACCGTCCGCCTGTCC 
GTTGGCATCGAGACCATTGATGATATCATCGCTGACCTCGAAGGCGGCTTTGCTGCAATC 

>RXN004 02-downstream 
TAGCTTTAAATAGACTCACCCCA 
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>RXN004 03-upstream 

T T T T T C AG AC T C G T G AG AAT G C AAAC TAG AC TAG AC AG AG C T G T C C AT AT AC AC T G G AC G 
AAGTTTTAGTCTTGTCCACCCAGAACAGGCGGTTATTTTC 

>RXN004 03 

ATGCCCACCCTCGCGCCTTCAGGTCAACTTGAAATCCAAGCGATCGGTGATGTCTCCACC 
GAAGCCGGAGCAATCATTACAAACGCTGAAATCGCCTATCACCGCTGGGGTGAATACCGC 
GTAGATAAAGAAGGACGCAGCAATGTCGTTCTCATCGAACACGCCCTCACTGGAGATTCC 
AACGCAGCCGATTGGTGGGCTGACTTGCTCGGTCCCGGCAAAGCCATCAACACTGATATT 
TACTGCGTGATCTGTACCAACGTCATCGGTGGTTGCAACGGTTCCACCGGACCTGGCTCC 
ATGCATCCAGATGGAAATTTCTGGGGTAATCGCTTCCCCGCCACGTCCATTCGTGATCAG 
GTAAACGCCGAAAAACAATTCCTCGACGCACTCGGCATCACCACGGTCGCCGCAGTACTT 
GGTGGTTCCATGGGTGGTGCCCGCACCCTAGAGTGGGCCGCAATGTACCCAGAAACTGTT 
GGCGCAGCTGCTGTTCTTGCAGTTTCTGCACGCGCCAGCGCCTGGCAAATCGGCATTCAA 
TCCGCCCAAATTAAGGCGATTGAAAACGACCACCACTGGCACGAAGGCAACTACTACGAA 
TCCGGCTGCAACCCAGCCACCGGACTCGGCGCCGCCCGACGCATCGCCCACCTCACCTAC 
CGTGGCGAACTAGAAATCGACGAACGCTTCGGCACCAAAGCCCAAAAGAACGAAAACCCA 
CTCGGTCCCTACCGCAAGCCCGACCAGCGCTTCGCCGTGGAATCCTACTTGGACTACCAA 
GCAGACAAGCTAGTACAGCGTTTCGACGCCGGCTCCTACGTCTTGCTCACCGACGCCCTC 
AACCGCCACGACATTGGTCGCGACCGCGGAGGCCTCAACAAGGCACTCGAATCCATCAAA 
GTTCCAGTCCTTGTCGCAGGCGTAGATACCGATATTTTGTACCCCTACCACCAGCAAGAA 
CACCTCTCCAGAAACCTGGGAAATCTACTGGCAATGGCAAAAATCGTATCCCCTGTCGGC 
CACGATGCTTTCCTCACCGAAAGCCGCCAAATGGATCGCATCGTGAGGAACTTCTTCAGC 
CTCATCTCCCCAGACGAAGACAACCCTTCGACCTACATCGAGTTCTACATC 

>RXN00 4 03-downstream 
TAATAGGTATTTACGACAAATAG 

>RXN004 20-upstream 

ATTCGTGAACTCATGGATCTTTAGGCAATAAATGTGAGATTGGACGATTTCACGCTTGTC 
TTCACCACCTGAAAATTTTCGGGGGTAACCTTTAAAGGCG 

>RXN00420 

ATGAACAGTTCTCACGGCACGTCCAGCTCCGGCGCTTCGGCCGGTGCCCACGGAGCCCTT 
CCCCTAGAAGCTCAGAAACTGAACGGTTGGGGCCGCACAGCCCCCACCACCGCTGAGGTA 
CTTACCACCCCAGACCTAGACATCATTGTGGATGCAGTCCGCCAAGTCGCTGAACAAAAC 
GACTCCAAGCCGGACTACCTCAAGCGCGGCGTGATTGCCCGTGGCATGGGTCGTTCCTAT 
GGTGACCCAGCCCAAAACGCCGGTGGCCTTGTCATTGACATGCAGCCACTGAACAAAATC 
CACTCGATTGATCCTGATTCTGCGATCGTCGATGTAGATGGCGGCGTCACCCTCGATCAG 
CTCATGAAGGCTGCCCTGCCATATGGCCTCTGGGTTCCTGTCCTTCCCGGCACCCGCCAA 
GTCACCATCGGTGGCGCAATCGGACCAGACATCCACGGTAAGAACCACCACTCTGCAGGT 
TCCTTCGGCGACCACGTGGTCTCCATGGAACTCCTCGTTGCAGACGGACGCATCCTGCAC 
CTCGAGCCAGAAGGCACCGCCGAAGACCCACAGGGCGACCTGTTCTGGGCAACCGTTGGT 
GGCATGGGCCTGACCGGCATCATCGTCCGTGCACGCATCCGCATGACCAAGACGGAAACC 
GCCTACTTCATTGCGGACACCGACCGCACCAACAACTTGGAAGAAACCGTTGCGTTCCAC 
TCCGACGGATCAGAGCACAACTACACCTATTCTTCTGCGTGGTTCGATGTCATCAGCCCT 
GAGCCAAAGCTTGGCCGCTCCACCATCTCCCGTGGTTCCCTGGCAACACTTGCTCAGCTG 
GAAGAATTGGCACCAAAGCTGGCCAAGGATCCACTGAAGTTTAATGCTCCACAGCTGATG 
AAGGTTCCAGATATCTTCCCATCCTGGACTTTGAACAAGCTGACCCTTTCCGCAGTCGGT 
GTGGCTTACTACGCCATGGGTGCACCAGCGAAAAACCAGGTGAAAAACCTCACCCAGTTC 
TACCAACCACTGGATTTGATCGGCGAATGGAACCGTGGCTACGGCTCCAAGGGCTTCCTG 
CAGTACCAGTTCGTGGTCCCCACAGAAGCTGTTGAGCCTTTCAAGGACATCATCCGCGAT 
ATGCAAAAGTCCGGCCACTACTCCGCACTCAACGTGTTCAAACTGTTTGGCCCAGGCAAC 
CGCGCACCACTGTCCTACCCAATGCCAGGCTGGAACGTCTGCGTTGACTTCCCTATCCGC 
CCAGGTCTGGGAGCTTTCTTGGACGATCTGGACAAGCGCGTCATGGAATTCGGCGGCCGC 
CTCTACCTGGCCAAGGAATCCCGCACCTCCGCAGAGAACTTCCACGCCATGTACCCAGGT 
ATGGAAGGCTGGTTGAAGACTCGAAATGAGATCGACCCAACCGGAGTCTTTGCATCTGAC 
ATGTCCCGCCGACTTGAGCTTTCT 

>RXN004 2 0-downstream 
TAAGAAAGGGCTTGAACTAAACA 
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SSggtg^^c^gcacgtttgagtgtcccgtgtgtggggtaatgttgtccaagaga 

GTGGAAGGAAATGCTGTGGCGGTTGAAAGGAGTGCCTTTC 

rTTGGTTTTGATGTGGCCAGGGTTCGGGGGCTTTATACCTCTTTGGGCGATGGCTGGACG 

?acc??aa^ScItcaaattccgcaggttccggagcgggtggcgtcgggagttgcggcg 
gSScc^caScatgcgcagatttctgaggtgacgtcgcagccgattgcggtggatcag 
™^S^^cLggc^ttgcgtcgttggcgggtgtggatcc(^tgtgttgtg 

CTCGctSaCGAGGCAGTTTTTGGCTCATACATTGGCGCGCGGTTTGGGTGGGTTTGTA 

cctcgaSgcgggcgtggtgttgtcgcgcgcggacgcggactggctgaccgcgc^ 

rrCTCC^GACGGCGTTTTTAGCTGGGCCGAGCCCGATTTGGGCACCGGCATGCTGCCG 

gaSggcagScgagaagcttgttgacggctcgacgcgccttgtcgtgctca^ 

rACCCGCTGCTCGGCACGGTCGCCCCAGTGGGCAAGATTGTGGATAAAGTGCGGGCGCG 

Sgcg?SSggg?gcttgtcgacgccaccacctacgcagc 

ScgaSgggaagccgatatcgtcatgcttgatctcggcgagttgggcggcccgcagatt 
SggJg^ga^Sccgtgatacctcgatgttcccgcgcctggatcgcaccgttccactc 

rAACTGCCCGCA^GCTCCCTGCCGCATGGGCTGCTCGGCGGCGTGCCCAACCTG 

ca^SgggSStggatgaaaacgccccgtccgtcgttgaggcgatgggggagatggcg 
a^Sccac^gggaSttttgagcatcttgtggaatcgctcgaaggacttcacgcggtg 

CATATCGTGGGAATTTCCGGCGATGC~ 

ccc 



CGCAGGTCAAGACGCCCCGTTCCTGGATCGAGTG 
rGCTTGACCTTCACCATGGAAGGCGTGCCCGCAGATATGGTGTACCGCCGATTGGTG 

gacwS^gSSctaccgtcagccctgctgacccgctgctcgaagcaatgggtgtg 



ACTGAAGCTGGCGGATCGATCACTATCGGACTAAGCCCGTTTAGCACCTACTATGAAGTG 
GATCAGCTGACCAGGGTGCTGGCATCGCTTGCC 

>RXN004 35-downstream 
TAAACCGCAAGCACGAGCTTGCC 

^fc^CATGGcSTGCCCGGCTCCACGGGTGCGGCGCGCGATGCCACCGCTGTCCTCGAC 

C C AC T CAT T GAT C AC AT C AC T G G AAC T C T G C AAG G C C AC C 



rGAACACTGACCCCGCTTACGTCGCCGAACAAACCGGCAAACTCATCGACGCTTTCCTC 

aScSccccctcgaaccgctgctcgacgc 



>RXN00437 
ATC 

A ^Gc1™ 

ACCTCCCTGACCTACACCGCGCATCCCACCGCGCCGCAGGTCCTTTCTGCTGTCGCGGAC 

?ccScg?tgSaaacacccgcgcacccgcctctggaccgcgcaccgcaccggcgccttg 
IaS^cgSga^Scgccttcctcgtcgtcgccgcctccgcccaccgcgccgacgccttc 
g^cSgJScgacctcgccgacgccgtcaaagcccaggtcccgatctggaaa^^ 
acgcgcctcgacggctccaccgattgggtcggcctg 

>RXN004 37 -downstream 
TGAAAAACCTCGACATCGCCCGC 

SgccaccgcS 

TCGTTAAGATTTACCCATTCAACTAACAGGAGTTAATTTA 

MGAGCGAGCTCACCCACGTTCGAGCAGACGGTTCCGCACATATGGTGGATGTGACGGGC 

a^5gaSca?cgLaactgctgttgccgaagggtttgtgaagatgaggggggacgtc 
c^gca^Sttt^tgctggtctgcctaaaggcgacgcgctacctgtggcgcggatt 

rCGG^TA^CATGGGTGCGAAGAAGACGCCGGACATTATCCCTTTATGCCACCCGTTGCCG 

SgggcSSStgtggatttttttgagcttactgatggtgttcggattgaggcttcg 
SgaaS^gSgggttactggtgtggaaatggaggcgttgacggccgtgagcactgcg 
gcgc^cgSaScLcatgatcaaggctgtggataagatggccgtgattgatggcat^ 
cgtgtgctgtcgaaaactggcggtaaatctggggattggtctgttcag 



Appendix A, page 125 



Attorne 



>RXN004 39-downstream 
TGACAGCTCTGGTTATCGTTGCG 

>RXN004 41-upstream 

AGCCTTGGGAGCGGTGATTATGCTTTTGGCTGTCTATGTCCTCATCATTGGAGCCATCGG 
AGCGTTACGATTGTTTTCCAAGGTGAGAAAGGTTTAATTG 

>RXN004 41 

ATGTCTCGTTCGCCGGAGCAACATTTGGCAGAAATTTCAGCGCTGCTTCCCCCACAAAAG 
TCCACGTTCGTGAATCTGCGCGAAGGGTTGGGACGCCGCACGTTTTCAGCGGTCACTGCG 
CAGTGGGATTCGCCACGTTTTGATAATTCCCAAATGGATGGCTTCGCGCTTGGCCCCTCA 
CATCTTAACGGTGGCACCTTCGCAGTCGGTCCAACCATTCCCGCTGGTCATGATCCTGAT 
CAGTGGTACCCACGAGGCATCGAAAAAGACATCGCGCCGATTATGACGGGTGCGCGCCTT 
CCTAAAAACACCGCCGCGATCATTCCTGTGGAGAAAACCACACCGGGAAATTTCGACGCC 
CCACAGGTAGAAATCCCCGCCACCCCGCAAGGTCAGTTCATACGGTTGCAGGGTTCGGAT 
ATTACTGCCGGCGACGAGATCATTCCAGCAGGTACGGAGCTTAACTCGGTGCACATCGGG 
GTGTTGGCTAGTCAGTCGATCAAGAGCATTGAAGTCGCAGCAAAGCCACGTGTCCTCATC 
ATCACCGGCGGGTCTGAAATTTCAGAACAGCACGGACCCGCCACGATCCCTGATGCCAAC 
GGCCCTCTGCTTCGTTCCCTGTGCGCCCGCAACAATATCGAGGTCATCGCGGGACTGCAC 
ACCAACGACGATCCTGAACGACTCCGCTTTGAACTGGAAAACGCCATTGACCAGTATCAA 
CCGGATGTCATCATCACCTCTGGCGGTATCAGCCACGGTAAATTTGAGGTGTTTAGGCAG 
ATCCTCGAAGGCACCCCGAACTCCTGGTTTGGACATGTCGATCAGCAGCCTGGCGGTCCT 
CAAGGCATCTCCACTTTTGCTGAAACTCCTGTCATTTCACTTCCCGGAAATCCGATTTCC 
ACCTTGGTGAGTTTCACACTTTTGGTCGCGCCAGCGCTCAACCGCCAGCCGCTCCGCCAC 
CTCGATGCCCGCATCACCGCTCCGGTCCAGGGCTTGCAAGACAATCGCGAGCAATTCCTT 
CGCGGCACCATCAGTTACCGCAACGGGCCACGTCCTCGCCACGCCTCTCCTGGGCACCAG 
TTCCCACCTGCTGGTTCAAGCTGCCACCGCAGACTGTCTGATCAGGATCCCGGCGCGGAC 
T AC G G T G G AG GAAAAC G AC AT C G T 

>RXN0044 1-downstream 

T AAG AT T T AC C C AT T C AAC T AAC 

>RXN0044 6-upstream 

TGCTACGAAGTTATCTAGTAATGAAGTTAGTTTTTCCCCTCTCCCGGCAGCAGTTGATGC 
GGTGACGGAGGCTACTTGGGGGGCTAATCGGTACCCGGAT 

>RXN004 4 6 

ATGGGTGCGGTTGAGCTCCGTGAGGCTCTTGCAGAGCATTTAGAGGTTGAGTTTGACCAG 
GTCACGGTAGGTTGCGGCTCGTCTGCGCTGTGTCAACAGCTGGTTCAGGCAACGTGCGCT 
CAGGGCGATGAGGTCATTTTTCCATGGCGCAGCTTTGAGGCTTATCCAATTTTCGCGCAG 
GTCGCGGGCGCCACTCCTGTTGCCATTCCGCTGACTGCTGATCAGAATCATGATCTTGAT 
GCGATGGCAGCCGCGATCACTGATAAGACCCGCCTCATTTTCATCTGCAACCCCAACAAT 
CCTTCGGGCACCACCATCACCCAGGCGCAGTTTGATAATTTCATGGAAAAGGTTCCAAAC 
GATGTCGTTGTTGGGCTGGATGAGGCTTATTTTGAGTTCAACCGCGCGGACGACACCCCA 
GTTGCCACTGAGGAAATCCACCGCCACGACAACGTGATTGGTTTGCGCACGTTCTCCAAG 
GCGTATGGCCTGGCGGGCTTGCGTGTTGGTTACGCCTTCGGAAACGCAGAGATCATCGCA 
GCGATGAATAAGGTGGCTATTCCTTTCGCGGTGAATTCAGCAGCTCAGGCGGCAGCGCTT 
GCGAGTTTGAATTCTGCCGATGAGTTGATGGAACGGGTGGAGGAAACCGTCGAAAAGCGT 
GATGCTGTGGTGTCAGCGCTTGGTGCTGCGCCGACGCAGGCCAATTTCGTCTGGCTGCCG 
GGCGAGGGCGCCGCTGAGTTGGCGGCTAAATTGGCCGAGCACGGCATCGTGATTCGCGCG 
TTCCCCGAGGGTGCGCGCATTTCGGTGACCAACGCCGAGGAAACTGACAAGCTGCTGCGC 
GCGTGGGAGGCCATCAATGCTGGG 

>RXN0044 6-downstream 
TAGTCTTTGGCGTTTTGCGGTGC 

>RXN004 4 8 -upstream 

CCATTTACCTTCAACTAAGGTAGCCGTAACTGCAAAGCTCAGGCCATCCTCTTCAGTGTT 
CATAGAGATAACCGTAGTAGGTATGTGCCACACTTGTCAG 

>RXN0O448 
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GTGACTACCAAAGACATTTCCCGCCCAGTATGCATCCTGGGCCTCGGCCTCATCGGCGGA 
TCCCTCCTCCGCGACCTCCATGCAGCCAACCACTCCGTCTTCGGCTACAACCGCTCACGC 
TCCGGCGCTAAATCAGCCGTCGACGAAGGCTTCGACGTTTCCGCCGATCTTGAAGCAACC 
CTCCAGCGTGCAGCCGCCGAAGATGCGCTCATCGTCCTCGCGGTCCCCATGACCGCAATC 
GATTCGCTTCTCGACGCCGTCCACACCCACGCACCAAACAACGGCTTCACCGACGTCGTA 
TCCGTAAAAACCGCCGTCTACGACGCAGTAAAAGCCCGCAACATGCAACACCGTTATGTG 
GGATCCCACCCCATGGCAGGCACCGCCAACTCCGGCTGGAGCGCATCCATGGACGGACTG 
TTCAAACGAGCAGTATGGGTGGTCACCTTCGACCAGCTTTTCGACGGCACCGACATCT^AC 
TCCACCTGGATCAGCATCTGGAAAGACGTCGTCCAAATGGCACTCGCCGTGGGCGCTGAA 
GTTGTCCCATCCCGAGTTGGCCCACACGATGCAGCAGCAGCACGAGTGTCTCATTTAACA 
CACATCCTGGCTGAAACCCTCGCCATCGTCGGTGACAACGGTGGCGCACTGTCTCTCTCT 
TTAGCCGCTGGCAGCTACCGCGACTCCACCCGCGTTGCAGGCACCGACCCAGGACTCGTC 
CGCGCCATGTGTGAAAGCAACGCCGGCCCACTGGTCAAAGCCCTCGACGAAGCACTGGCG 
ATCCTCCACGAAGCCCGCGAAGGCCTCACCGCAGAACAGCCAAACATCGAGCAACTTGCC 
GACAACGGCTACCGATCCCGCATCCGCTACGAAGCCCGCTCCGGCCAGCGACGCGCCAAA 
GAATCCGTTAGCCCTACCATCACCTCATCCAGGCCAGTGCTCCGTCTCCACCCGGGCACA 
CCAAACTGGGAGAAGCAGCTCATCCACGCTGAAACCCTCGGCGCACGGATCGAAGTGTTC 

>RXN004 4 8-downstream 
TAGTTTTATCGGCTGATGATTCT 

>RXN00 4 50-upstream 

TTTGCGATGACATGGATTTGGATCCTTCCGAACAATTGCTGCGCATCGCGGAAGAACTCG 
GTTTTGATAATGATCTGGCTCGGGTGGTGGGATTCGACTA 

>RXN00450 

GTGGGCGTTTTACCTGTGCAGGCGCGCATCAAAGACGATGAGCGCCGCATGCGCCATGCT 
TTGGATATTGCTCGCCAAACCCCTGAGGGGGACGTTCCCGTTGGCGCCGTCATTTACGCG 
CCGACCGGGGAGATCCTGGCGACCGCAACGAACCGTCGAGAAGCAGACCGCGATCCCACG 
GCCCACGCCGAAATTATTGCTTTACGACGAGCCGCCCGCCGTTTTTCCGACGGCTGGCGG 
CTGAGTGACTGCACCGCGGTGGTCACCTTGGAGCCCTGCAGTATGTGCGCCGGCGCCTTG 
GTGGGTGCTCGAATCGGACGCATC 



>RXN0 0 4 87-upstream 

AGGGCGCCAGGGGCATCCAGCCATTAAAGCTTTTCGACGAGCCCTCGCCCATGTGGCCAA 
AGAATCTTATTTGGAGGCTCGTCTAGTAGAGTGAGTTCTT 

>RXN00 4 87 

GTGAGCCTTCAGACAAATCATCGCCCAGTACTCGTCGTTGACTTCGGCGCACAGTACGCG 
CAGCTGATCGCACGTCGTGTGCGTGAGGCCGGCATCTACTCCGAAGTCATCCCGCACACC 
GCCACCGCAGACGATGTGCGCGCTAAAAATGCAGCAGCCCTCGTCCTTTCCGGTGGCCCA 
TCCTCCGTGTATGCCGAGGGAGCACCATCCCTTGACGCTGAGATTCTTGATCTCGGATTG 
CCAGTATTTGGCATTTGCTACGGCTTCCAAGCCATGACCCACGCGCTTGGTGGCACCGTT 
GCCAACACCGGTAAGCGCGAATACGGACGCACCGACATCAACGTTGCCGGTGGCGTCCTC 
CACGAAGGCCTCGAAGCCTGCCACAAGGTGTGGATGAGCCACGGCGACGCCGTCTCTGAA 
GCCCCAGAAGGTTTCGTAGTCACCGCGTCCTCCGAAGGTGCGCCTGTCGCAGCTTTCGAA 
AACAAGGAACGCAAAATGGCTGGCGTGCAGTACCACCCAGAGGTATTGCACTCACCACAC 
GGCCAGGCAGTTCTGACCCGCTTCCTCACTGAGATCGCAGGTCTAGAGCAGAACTGGACC 
GCAGCAAACATCGCTGAAGAACTCATCGAAAAGGTCCGCGAGCAGATCGGCGAAGATGGC 
CGCGCTATTTGTGGCCTATCCGGTGGTGTGGACTCCGCTGTTGCCGGTGCTTTGGTGCAG 
CGCGCCATTGGTGACCGTTTGACCTGTGTCTTTGTTGACCACGGTCTGCTGCGTGCCGGT 
GAGCGCGAGCAGGTGGAAAAAGACTTCGTCGCAGCAACCGGCGCCAAGCTGGTTACCGTT 
GATGAGCGCCAGGCATTCCTATCCAAGCTGGCCGGAGTTACCGAACCAGAAGCAAAGCGC 
AAGGCTATCGGCGCTGAGTTCATCCGCTCCTTCGAGCGCGCAGTTGCCGGTGTGCTGGAA 
GAAGCTCCAGAAGGTTCCACCGTGGACTTCCTGGTTCAGGGCACCCTGTACCCAGACGTC 
GTGGAATCCGGTGGTGGATCTGGTACCGCAAACATCAAGAGCCACCACAACGTCGGTGGA 
CTGCCAGACGATGTGGAATTCAAGCTTGTTGAGCCACTGCGTGACCTCTTCAAAGACG7VA 
GTCCGTGCCGTTGGCCGTGAACTTGGCCTGCCTGAGGAAATCGTTGGCCGCCAGCCATTC 
CCAGGACCAGGACTTGGTATCCGCATCATCGGTGAAGTCACCGAAGATCGCCTAGAAACC 
CTCCGCCACGCTGACCTGATCGCCCGCACCGAGCTCACCGAAGCCGGACTTGACGGCGTG 
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ATCTGGCAGTGCCCAGTAGTCCTCCTGGCAGATGTCCGCTCTGTTGGTGTTCAAGGCGAT 
GGCCGCACCTACGGACACCCAATCGTGCTGCGCCCAGTGTCTTCCGAAGACGCAATGACC 
GCCGACTGGACCCGCCTGCCATACGAGGTTCTGGAGAAGATCTCCACCCGCATCACCAAC 
GAAGTTCCAGATGTGAACCGCGTGGTGCTGGACGTAACCTCCAAGCCACCAGGAACCATC 
GAATGGGAG 

>RXN00 4 8 7-downstream 
TAGGCCTTAAATGAGCCTTCGTT 

>RXN004 8 8 -upstream 

GTTGTGGAATAGCGTGTGAGCTGCAGCGGTTATCCGATTTAAGGACAAGCTACTAAAGTT 
TAGATAATTGTGGACACACTATGAGGAGGAACTGTCGCAC 

>RXN00488 

AT G AC AA C C C AG AG C C GAG T T T C T AC C G GAG G AG AC AAC C C AAAC AAG GTTGCCCTTGTT 
GGATTAACCTTTGATGACGTACTTTTGCTTCCAGATGCGTCGGACGTTGTTCCTTCAGAG 
GTAGATACCTCGACGCAGTTAACACGTAATATTCGCCTTAACACCCCTATTCTTTCTGCC 
GCAATGGATACTGTCACCGAGGCTCGCATGGCTATCGGCATGGCACGCCATGGCGGCATT 
GGTGTTTTGCACCGCAACCTGTCTATTCAAGAGCAGGCAGAAAACGTTGAGCTGGTGAAG 
CGTTCTGAGTCTGGAATGGTCACTGATCCTGTTACCTGTACTCCTGACATGAGCATCCAA 
GAAGTGGATGATCTGTGTGCACGCTTCCGCATTTCCGGTCTGCCTGTTGTTGATGAGGCC 
GGAAAGTTGGTTGGTATTTGCACCAACCGCGATATGCGTTTTGAAAGCGACATGAACCGT 
CGTGTCGCTGAAGTTATGACCCCAATGCCTTTGGTTGTTGCTGAAGAGGGCGTCACCAAG 
GAGCAGGCTCTTGCTTTGCTGTCTGCAAACAAGGTGGAGAAGCTTCCTATCATCGCAAAG 
GACGGCAAGCTTGTCGGTCTGATCACGGTGAAGGACTTCGTTAAGACTGAGCAGCACCCG 
AACGCATCCAAGGATGCATCAGGTCGTCTGCTGGTTGCGGCTGGCATCGGCACGGGCGAG 
GAGTCATTCCAGCGAGCTGGTGCGCTTGCCGACGCCGGCGTCGACATTTTGGTCGTAGAC 
TCTGCACACGCCCATAGCCGTGGAGTTTTGGACATGGTGTCCCGCGTGAAGAAGTCGTTC 
CCCAAGGTCGATATCGTTGGCGGCAACTTGGCGACCCGCGAGGCTGCGCAGGCCATGATT 
GAAGCTGGCGCAGACGCTATCAAGGTGGGTATTGGCCCAGGTTCTATTTGCACCACTCGC 
GTTGTCGCAGGTGTCGGTGCACCTCAGATCACTGCGATCATGGAGGCAGCTGTTCCAGCT 
CACAAGGCTGGCGTTCCTATCATCGCCGATGGCGGCATGCAGTTCTCTGGTGATATCGCT 
AAGGCTTTGGCTGCTGGCGCTAACTCCGTGATGCTGGGCTCCATGCTGGCTGGTACCGCT 
GAGGCTCCTGGTGAGACCATCACCATCAACGGCAAGCAGTACAAGCGTTACCGCGGCATG 
GGCTCCATGGGCGCTATGCAGGGCCGTGGACTTAGTGGTGAGAAGCGTTCCTACTCCAAG 
GACCGTTACTTCCAGTCTGACGTTAAGAGCGAAGACAAGCTCGTTCCAGAAGGCATCGAA 
GGTCGCGTGCCTTTCCGCGGTCCCATCGGAGACATCATTCACCAGCAGGTCGGTGGACTT 
CGTGCAGCAATGGGCTACACCGGTTCCTCCACCATTGAAGAGCTGCACAACGCTCGTTTC 
G T G C AG AT C AC C AG CGCGGGTCT G AAG G AAT C C C A C C C G C AC C AC AT C C AG C AG AC T G T G 
G AAG C T C C T AAC T AC C AC 

>RXN004 8 8-downstream 
TAG AT TTTGCT C AC T T AAA C AG C 

>RXN00508-upstream 

AGCCACGTGTTTAAGGATAGTTGAAAGCGTGGGGCAATACTGGCACTAACCCCGGCACCA 
ATCGTATTTCTGTCCGCGGTTGGTGGCACAATAGTTCAAC 

>RXN00508 

ATGAACTTGCTGACCACCAAAATTGACCTGGATGCCATCGCCCATAACACGAGGGTGCTT 
AAACAAATGGCGGGTCCGGCGAAGCTGATGGCGGTGGTGAAGGCGAATGCATATAACCAT 
GGCGTAGAGAAGGTCGCTCCGGTTATTGCTGCTCATGGTGCGGATGCGTTTGGTGTGGCA 
ACTCTTGCGGAGGCTATGCAGTTGCGTGATATCGGCATCAGCCAAGAGGTTTTGTGTTGG 
ATTTGGACACCGGAGCAGGATTTCCGCGCCGCCATTGATCGCAATATTGATTTGGCTGTT 
ATTTCTCCCGCGCATGCCAAAGCCTTGATCGAAACTGATGCGGAGCATATTCGGGTGTCC 
ATCAAGATTGATTCTGGGTTGCATCGTTCGGGTGTGGATGAGCAGGAGTGGGAGGGCGTG 
TTCAGCGCGTTGGCTGCTGCCCCGCACATTGAGGTCACGGGCATGTTCACGCACTTGGCG 
TGCGCGGATGAGCCAGAGAATCCGGAAACTGATCGCCAAATTATTGCTTTTCGACGCGCC 
CTTGCGCTCGCCCGCAAGCACGGGCTTGAGTGCCCGGTCAACCACGTATGCAACTCACCT 
GCATTCTTGACTCGATCTGATTTACACATGGAGATGGTCCGACCGGGTTTGGCCTTTTAT 
GGGTTGGAACCCGTGGCGGGACTGGAGCATGGTTTGAAGCCGGCGATGACGTGGGAGGCG 
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AAGGTGAGCGTCGTAAAGCAAATTGAAGCTGGACAAGGCACTTCCTATGGCCTGACCTGG 
CGCGCTGAGGATCGCGGCTTTGTGGCTGTGGTGCCTGCGGGCTATGCCGATGGCATGCCG 
CGGCATGCCCAGGGGAAATTCTCCGTCACGATTGATGGCCTGGACTATCCGCAGGTTGGG 
CGCGTATGCATGGATCAGTTCGTTATTTCTTTGGGCGACAATCCACACGGCGTGGAAGCT 
GGGGCGAAGGCCGTGATATTCGGTGAGAATGGGCATGACGCAACTGATTTTGCGGAGCGT 
TTAGACACCATTAACTATGAGGTAGTGTGCCGACCAACCGGCCGAACTGTCCGCGCATAT 
GTT 

>RXN00508-downstream 
TAAGTGAATACGTTTAAGGAGCA 

>RXN0053 6-upstream 

CGGCGGGTCCCAGAGGTCTTAACACGACCGGCATCCCGTCGCGGAGTTTGGTGTTGCCGG 
TCGTGGACCCACCCAAAACTTTTTAAGAAGGTTGAACACA 

>RXN00 536 

ATGTCTCCTAACGATGCATTCATCTCCGCACCTGCCAAGATCGAAACCCCAGTTGGGCCT 
CGCAACGAAGGCCAGCCAGCATGGAATAAGCAGCGTGGCTCCTCAATGCCAGTTAACCGC 
TACATGCCTTTCGAGGTTGAGGTAGAAGATATTTCTCTGCCGGACCGCACTTGGCCAGAT 
AAAAAAATCACCGTTGCACCTCAGTGGTGTGCTGTTGACCTGCGTGACGGCAACCAGGCT 
CTGATTGATCCGATGTCTCCTGAGCGTAAGCGCCGCATGTTTGAGCTGCTGGTTCAGATG 
GGCTTCAAAGAAATCGAGGTCGGTTTCCCTTCAGCTTCCCAGACTGATTTTGATTTCGTT 
CGTGAGATCATCGAAAAGGGCATGATCCCTGACGATGTCACCATTCAGGTTCTGGTTCAG 
GCTCGTGAGCACCTGATTCGCCGTACTTTTGAAGCTTGCGAAGGCGCAAAAAACGTTATC 
GTGCACTTCTACAACTCCACCTCCATCCTGCAGCGCAACGTGGTGTTCCGCATGGACAAG 
GTGCAGGTGAAGAAGCTGGCTACCGATGCCGCTGAACTAATCAAGACCATCGCTCAGGAT 
TACCCAGACACCAACTGGCGCTGGCAGTACTCCCCTGAGTCCTTCACCGGCACTGAGGTT 
GAGTACGCCAAGGAAGTTGTGGACGCAGTTGTTGAGGTCATGGATCCAACTCCTGAGAAC 
C C AAT GAT CAT C AAC CTGCCTTC C AC C G T T GAG AT GAT C AC CC C T AACG T T T ACG C AG AC 
TCCATTGAATGGATGCACCGCAATCTAAACCGTCGTGATTCCATTATCCTGTCCCTGCAC 
CCGCACAATGACCGTGGCACCGGCGTTGGCGCAGCTGAGCTGGGCTACATGGCTGGCGCT 
GACCGCATCGAAGGCTGCCTGTTCGGCAACGGCGAGCGCACCGGCAACGTCTGCCTGGTC 
ACCCTGGCACTGAACATGCTGACCCAGGGCGTTGACCCTCAGCTGGACTTCACCGATATA 
CGCCAGATCCGCAGCACCGTTGAATACTGCAACCAGCTGCGCGTTCCTGAGCGCCACCCA 
TACGGCGGTGACCTGGTCTTCACCGCTTTCTCCGGTTCCCACCAGGACGCTGTGAACAAG 
GGTCTGGACGCCATGGCTGCCAAGGTTCAGCCAGGTGCTAGCTCCACTGAAGTTTCTTGG 
GAGCAGCTGCGCGACACCCGAATGGGAGGTTCCTTACCTGCCTATCGATCCAAAGGATGT 
CGGTCGCGACTACGAGGCTGTTATCCGCGTGAACTCCCAGTCCGGCAAGGGCGGCGTTGC 
TTACATCATGAAGACCGATCACGGTCTGCAGATCCCTCGCTCCATGCAGGT 

>RXNO 053 6-downst ream 
TGAGTTCTCCACCGTTGTCCAGA 

>RXN0 05 37 -upstream 

ACCCGGAACATGCCGTCGAAAAGCTAACCGGCCCATCTATTGATGGCCTGGAGCTGTTCC 
TGTCCGCCGTTGGCACCATCGCGGCTTAAGAGGAGTAAAT 

>RXN00537 

AT GAG C A C T T T T G T C AAT G AC AC C G T C G AAG AC G C AA T C AAG AC C C C T GAG C T G GAT C AG 
CCATTTGAGGCTCTTGGTCTGAAAGACGACGAGTACGCGCGCATCAAGGAAATCCTTGGC 
CGCCGCCCAACCGACGCCGAGCTGACCGTTTACTCCGTCATGTGGTCGGAGCACTGCTCC 
TACAAGTCCTCCAAGGTTCACCTGCGTTACTTCGGTGAAACCACCACTGAGGAAATGGCT 
TCCAAGATTCTTGCCGGCATCGGCGAGAACGCTGGTGTGGTCGACATCGGAGACGGCAAC 
GCCGTGACCTTCCGCGTGGAGTCCCACAACCACCCATCCTTCGTAGAGCCACACCAGGGC 
GCTGCGACCGGCGTCGGCGGCATCGTCCGCGACATTATGGCTATGGGCGCACGCCCAATC 
GCTGTGATGGATCAGCTGCGTTTCGGTGCACTGGACAACCCAGACACCCAGCGTGTGTTT 
CCTGGCGTTGTTGACGGCATTTCCCATTACGGCAACTGCCTCGGCCTGCCAAACATCGGT 
GGCGAAACCGTCTTCGACGATTCCTACGCAGGTAACCCACTGGTCAACGCACTGTGCGTG 
GGTACCCTCAAGGTGGAAGACCTCAAGCTTGCATTCGCATCCGGCACCGGCAACAAGGTG 
ATCCTGTTCGGTTCCCGCACCGGCCTTGATGGCATCGGTGGCGTGTCCGTCCTGGGTTCC 
GCATCCTTCGAAGAAGGCGAAGAGCGCAAGCTCCCAGCTGTTCAGGTTGGCGATCCTTTC 
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GCAGAGAAGGTACTCATCGAGTGCTGCCTCGAGCTGTACAAGGCTGGCGTCGTGGTCGGT 
ATTCAGGACCTCGGTGGCGGCGGACTTGCGTGTGCAACCTCTGAGCTGGCAGCCGCAGGC 
GACGGCGGCATGCGCGTCAACCTAGACAACGTCCCACTGCGCGCAGAGAACATGTCTGCA 
GCTGAAATCCTGGCTTCCGAGTCCCAGGAGCGCATGTGTGCTGTTGTCACCCCTGAAAAC 
GTTGAGCGTTTCCTCGAGATCTGTGCAAAGTGGGATGTCACCTGCGCAGAAATCGGCGAA 
GTTACCGACGAGAAGGACCGCTACGTTGTGGTCCACAACGGTGAAGTTGTTATCGACGCA 
CCTCCATCAACCATCGATGAAGGCCCTGTCTACAACCGCCCAGTTGCTCGCCCTGAGAAC 
CAGGACGAACTGCAGCTCGAAGGCGAGATCGCTCGCCCAGTCGACGTTGAAGAGATCAAG 
GCTGCTTGGCTGAAGCTTGTCGCTTCACCAGCACTTGCATCCCGCGCGTTTATCACCGAG 
CAGTACGACCGCTACGTCCGCGGCAACACCGTTCAGGCAAAGAACGCC^LATGCTGGCGTC 
TTGCGTATCGACGAAGAGACCAACCGTGGCGTTGCGATCTCCGCCGACGCATCCGGCCGT 
TACACCAAGCTCGAGCCAAACACTGGCGCGCAGCTTGCACTGGCTGAGGCTTACCGCAAC 
GTGGTCTCCACCGGTGCACGCCCAGTGGCTGTCACCAACTGCCTGAACTTCGGTTCCCCA 
GAAAACGCTGGTGTTATGTGGCAGTTCT^AGGAAGCAGTCCACGGTCTGGCAGACGGATCC 
AAGCTTTTGGGCATTCCAGTGTCCGGCGGTAACGTCTCCTTCTACAACCAGACTGGTGAC 
GAGCCCATCCTGCCAACCCCAGTCGTGGGTGTTTTGGGAGTCTTGGACAACGTCGAGCAG 
AGCATCGGCAACGTCCTCCCATCCGAGGACAACGATCTCTACCTCCTGGGTGAGACCTTC 
GATGAGTTCGGTGGCTCCATCTGGCAGCAGGTTTCTGGCGCTGGCCTCAACGGTCTGCCA 
CCAGTAGTTGACCTGCTCAACGAGCAGCGTCTTGCAGACCTGTTCGTCGGTTCTGATCTG 
TTTGCTGCATCCCACGATCTGTCTGAGGGCGGCCTTGGCCAGACCCTCGCAGAGCTTGCG 
ATCCACCAGAAAAAGGGAATGGATGTTGATCTCTCCCAGATCCACCCATCCCTGTTCACC 
TCACTGTTTGCTGAGTCCGCTTCCCGCATCGTGGTTGCAACCAACCGCGGCGAAGAGTTG 
GAAAAGCGCGCAGCAGAGCTGGGTGTTCCAGTGTTCAAGCTGGGCTGCACCAACGATTCA 
GCCGTCATCGCTGTCAAGGGCGCAGACGTTGAGTTCACTGTTTCCGTGGAGGAACTCCGC 
GAAGCATGGACCAACACTTTGCCTGAGGCCTTCGGTCACGCAGTTGGAGCTAACGCAGTA 
GTTGCA 

>RXN0 05 37 -downstream 
TAATTTTCTGCTGTGAAGCCGGG 

>RXN00558-upstream 

GAACAGGCACCGCAGGAAGAATGCGGCGTTTTCGGCGTTTGGGCGCCAGGTGAGGAAGTC 
TCGAAACTTACCTACTTTGGCCTCTTCGCACTTCAGCACC 

>RXN00558 

GTGGTCAAGAAGCCCGCGGGCATCGCAGTAGGCGATGGCGAACAGATCCTGGTTTTCAAA 
GATTTGGGCCTAGTCTCCCAAGTTTTCGACCAACCAATTCTGGAATCCCTCCGCGGAAAC 
ATCGCCATCGGACACACCCGATACACCACCGCCGGCGGAAACACCTGGGAAAATGCCCAG 
CCTATGTTCCGCATGGCACCAGATGGCACCGATATCGCCCTTGGACACAACGGCAACCTG 
ATTAATTACATCGAGTTGTTGGACAAAGCCACCGAACTTGGCCTCGTCGATCCCGCCAAG 
AAGCCATCAGATACCGATGTGCTCACTGGACTGCTCGCAAGCGGCGTCCATGACGGAAAT 
AATCTCTTTGATTCCGCCAAGGAACTCCTCCCCAGCGTCAAGGGAGCCTACTGCCTCACC 
TTCACCGACGGACACACCCTGTACGCAGCGCGTGATCCATTCGGCATCCGCCCACTGTCC 
ATCGGCCGCCTCGAGCGCGGCTGGGTAGTCGCATCTGAAACCGCAGCGCTCGACATCGTA 
GGTGCCTCGCATGTGCGCGAGGTCGAACCAGGCGAACTGATTGCTATCGACGAATCCGGC 
CTCAAGTCCGCACGATTCGCCGAGACAACCCGCAAAGGTTGCGTCTTCGAATACGTTTAC 
CTGGCTCGTCCAGACTCCGTGATCAAGGGAAGAAACGTCAACGAAGCCCGACTTGAAATC 
GGCCGCAAGCTCGCTGCAGAAGCACCAGCAGTCGGCGATCTAGTCATCCCAACCCCAGAA 
TCAGGCACCCCAGCAGCAGTTGGATTCGCCCAAGCATCTGGCATCCCATTCGGCCAAGGC 
ATGGTCAAAAACGCCTACGTTGGCCGAACCTTCATCCAGCCTTCCGACACTCTCCGCCAA 
CTGGGAATCCGCCTCAAGCTGAACCCATTGCGCGAGGTTATCGCCGGAAAGCGCCTTGTG 
GTTGTGGATGATTCCATCGTCCGCGGTAACACCCAACGCGCCGTGATCCGCATGTTGCGC 
GAAGCCGGTGCAGCTGAGGTTCACGTACGCATCGCCTCACCACCCGTGAAATGGCCATGC 
TTCTACGGCATCGATTTTGCCACCCCAGGCGAACTCATTGCCAACGCTGTCACCAGTGAC 
AACGAAGCAGAAATGGTAGAAGCAGTCCGCTCCGCAATCGGCGCAGACACCCTCGGCTAC 
GTCTCCATCGACTCCATGGTTGCAGCAACCGAGCAACCAGCCAACGAACTCTGCATCGCC 
TGCTTCGACGGCAAATACCCCATGGGTCTGCCACAGGGAAACAGCAACGCAGACCTAGTC 
CGCAAGATGCAAGCAACCGCCTCAAGT 

>RXN0 05 58 -downstream 
TAAGATCGGTAGGCGATAGGGGT 
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>RXN00 618-upstream 

GCTGCATTAGAGGGTCGTATCTCGATCTAAAAGCAGTACGCAGATAGGCTTGTCTCTTAT 
GAAGCCAAGCACTAGAAGCAATGTTCAGCCGTTTCGCGTC 

>RXN00618 

ATGCAGATGTTGGACCGAGTCCACCGTCGCAGGCGCGAAGGCAAAGACACCTTAATGTTC 
TGCGCTGGCCAGCCGTCAACTGGTGCGCCAGAAGCAGTCATCGAAGAAGCAGAGATCGCT 
CTTCGCTCGGGTCCTTTGGGATACACCGAGGTGATTGGTGATCGTGAGTTCCGTGAACGC 
ATCGCCGATTGGCACTCTGCTACTTATGACGTAGACACCAACCCTGACAATGTTATTGTC 
ACCACCGGTTCTTCAGGTGGATTCGTGGCATCGTTTATCGCCACCTTGGATCACGGGGAT 
TATGTGGCAATGCCTACCCCGGGGTACCCGGCATATCGCAATATTCTGGAATCTTTGGGG 
GCGAAGGTTCTGAACCTGCGCTGTACTGCAGAGACTCGTTTCCAGCCAACCGCTCAAATG 
T T G GAG G AAC T G C C AC AC AAG C C G AA GG C T G T TAT T G T C AC C AG C C C A G G AAAC C C AAC G 
GGCACCATCATTGATCCGGAAGAGCTAGAGCGCATCGCCAAGTGGTGCGATGACAATGAT 
GCTGTTCTTATCTCTGATGAGGACTACCACGGCATGAGCTTTGGTCGTCCGCTGGCAACT 
GCGCATCAGTTTTCCAAGAACGCCATCGTGGTGGGTACCTTGTCCAAGTACTTCTCCATG 
ACGGGTTGGCGCGTGGGTTGGATCATCGTTCCAGATGAGCTGGTCACACCGATTGAAAAC 
CTGCAGGCTTCTCTTTCCTTGTGTGCTCCTGCCATCGGGCAGGCTGCGGGACGCGCAGCC 
TTCACTTTGGAGGCTGGGGCCGAACTTGATGCCCACGTTGAAGCGTATCGCGAGGCCCGG 
GAGGTGTTCGTCGATAAGCTCCCTGAAATCGGGCTTGGCACTTTCGCCGACCCGGATGGC 
GGCCTGTATTTGTGGGTCGATGTTTCTGCATACACCGATGATTCAGAGGAATGGGCATTG 
CGTTTGCTCGATGAAGCGGGCGTGGCCGTCGCGCCGGGTGTTGATTTTGATCCTGAGGAA 
GGCCACAAGTGGATTCGTTTGAGCCTGTGCGCGTCAAAGGAAGACACCATTGAAGGTGTG 
CGCAAAATCGGAGAATTCATCAAAAAA 

>RXN00 618-ciownstream 
TAGCAGCGACTAGGTTAGTTTCG 

>RXN00 62 6-upstream 

TCATTTTAAGGCGCTTTTCGACGCCACTTTCAACCATTTCCGAACCGCCAAGAATACTGG 
AATAGCTTGGATCAAGTTTTGCAGGATAAACTGTGCAACC 

>RXN00 62 6 

ATGCGCATTCTGGTAATCGGCTCGGGCGCCCGTGAGCACGCCCTCCTCCGTGGACTGTCA 
ACTGACCCTGCAACCACTGAACTCCACGTTGCCCCAGGTAACGCTGGTCTTGGATCGATC 
GCAACTGTCCACCCTGGCATCAAGGCTGATGATCCAGAGGCTGTCACTGCGTTGGCTAAA 
GAACTGAACTCTGATCTGGTTGTTATCGGCCCAGAGATCCCTTTGGTTGCGGGTGTTGCT 
GATGCACTTCGCGCGGCGGGTATCGCTGTGTTTGGTCCTAACAAGGACGCTGCTCGTATC 
GAGGGCTCCAAGGCTTTCGCTAAGGATGTCATGGCTGCGCAGGGTGTTCGTACTGCTCAT 
GCTGAGACTATTACTCCTGGTGCGTCTTCTGAAGATATTGATGCTGCCATAGATCGTTTC 
GGCCCAACGTGGGTTGTCAAGGATGATGGTTTGTCTGCGGGCAAGGGTGTTGTGGTTACC 
CCCGATCGTGCAGCAGCACGTGCTCACGTAGATGCAGTGCTTGAGGGCGGAAATCCAGTT 
TTGCTGGAGTCCTTCCTTGATGGCCCTGAGGTTTCCCTGTTCTGCCTGGTTGATGGCGAG 
ACGGTAGTTCCTCTGCTGCCAGCGCAGGATCACAAGCGTGCGTACGACAACGATGAGGGC 
CCAAACACTGGTGGCATGGGTGCTTATGCGCCGCTTCCTTGGCTGCCTGAAGATGGCGTC 
CAGCGCATTGTCGATGAGGTCTGCGTTCCTGTTGCTCGTGAGATGGTGGCACGTGGTTGC 
GCGTACTCCGGTCTGCTTTACGCAGGTATCGCATGGGGTGCAGAAGGCCCTGCAGTAGTG 
GAGTTCAACTGCCGCTTCGGCGATCCAGAAACCCAGGCTGTACTGGCACTACTGAAGACT 
CCTCTAGCAGTACTGCTCAACGCAGTTGCTACTGGAACCTTGGCAGAGCAGCCAGCACTG 
GAGTGGGAGGATGCTTACGCCCTGACTGTGGTGTTGGCTTCTTACAACTACCCAGAGGCA 
CCTCGTACTGGTGATGTCATCCGCAACGCTGATGCAGATAACGTTCTTCACGCTGGTACC 
GCACTCAATGCTGAAGGCGAGCTGGTCTCTGCGGGCGGTCGTGTTCTTAACGTGATCGGT 
G T G G G T GAG AC C C T G GAG G C T G C AC G C GAT AAC GC G T AC AC C AC C AT C AAG G AC AT T G AA 
CTTGAGGGAAGCCACTACCGCAGCGATATCGCATTGGCTGCATTAGAGGGTCGTATCTCG 
ATC 

>RXN0 0 62 6-downstream 
TAAAAGCAGTACGCAGATAGGCT 

>RXN00 63 6-upstream 
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TCATGGGATTCAGCAAGGCGGCCACCCGAACCGTCTTTGGTGGAGGAGTAGGAGCGATGA 
TCGATCTGGCCCGTTCGAACATAAGGAATATTCCTACTCC 

>RXN00636 

ATGATGATTGATACACCTGCTGTTCTCATTGACCGCGAGCGCTTAACTGCCAACATTTCC 
AGGATGGCAGCTCACGCCGGTGCCCATGAGATTGCCCTGCGTCCGCATGTGAAAACGCAC 
AAAATCATTGAAATTGCGCAGATGCAGGTCGACGCCGGTGCCCGAGGGATCACCTGCGCA 
ACCATTGGCGAGGCGGAAATTTTTGCCGGCGCAGGTTTTACGGACATCTTTATTGCATAT 
CCGCTGTATCTAACCGATCATGCAGTGCAACGCCTGAACGCGATCCCCGGAGAAATTTCC 
ATTGGCGTGGATTCGGTAGAGATGGCACAGGCGACGGCGGGTTTGCGGGAAGATATCAAG 
GCTCTGATTGAAGTGGATTCGGGACATCGTAGAAGTGGAGTCACGGCGACTGCTTCAGAA 
TTGAGTCAGATCCGCGAGGCGCTGGGCAGCAGGTATGCAGGAGTGTTTACTTTTCCTGGG 
CATTCTTATGGCCCGGGAAATGGTGAGCAGGCAGCAGCTGATGAGCTTCAGGCTCTAAAC 
AACAGCGTCCAGCGACTTGCTGGCGGCCTGACTTCTGGCGGTTCCTCGCCGTCTGCGCAG 
TTTACAGACGCAATCGATGAGATGCGACCAGGCGTGTATGTGTTTAACGATTCCCAGCAG 
ATCACCTCGGGAGCATGCACTGAGAAGCAGGTGGCAATGACGGTGCTGTCTACTGTGGTC 
AGCCGAAATGTGTCAGATCGTCGGATCATTTTGGATGCGGGATCCAAAATCCTCAGCACT 
GATAAACCAGCATGGATTGATGGCAATGGTTTTGTTCTGGGGAATCCTGAAGCCCGAATC 
TCTGCTTTGTCGGAGCATCACGCAACCATTTTCTGGCCAGATAAAGTGCTACTTCCAGTA 
ATCGGGGAGCAGCTCAACATCGTGCCCAACCATGCCTGCAACGTGATTAATTTGGTGGAT 
GAGGTCTACGTTCGGGAAGCCGATGGCACTTTCCGTACCTGGAAGGTAGTTGCCCGCGGC 
AGAAACAAT 

>RXN00 63 6-downstream 
TAGGGAAAC CTCTTGACCTT C AC 

RXNOO 6 67 -upstream 

GGCATCAGTGTTTGAAGGGAAAAGCAGGTCAAACAAGGTGCGGCTGATTTGAGCGATCAC 
AGCACCGAGATCTGTGCTGAAGAATTCAATGATTGGGTTG 

>RXN00667 

ATGATTGCGTTGAAGTCCATGTCTAACAGGGTAGTACAAAAGCCAAAAATGAAAGCGCCG 
CTACCCATCCGCGACGGCCTCAACCCTTCCCGTGTGCGCTTGCCGCTCGACGCGGCGCCG 
ATCCGCGCCATCGATTTTGTTGAATACCTCATTTCCACGCAGCGCCACCGCAATCCGGCC 
GACAACGCCGAAGCGCTTCAAGCGCGTTTCGACGCCGACCTTGTTGTCAACCACTACGGC 
GAGCCCTACGCCCCCGACACCATGGTTCAGCCCGACGACGACATTTGGTTCTACCGCATG 
CCCGCCGCCGAACGGCCGATCCCTTACAAAATTCATGTCATTCACGAAGACGATGACATC 
CTCGTCATTGACAAGCCACCCTACCTAGCAACCATGCCTCGTGGCCGCCACATCACCGAA 
ACCGCTCTGGTGAAAATGCGTGTGCTGACTGGAAACAACGATCTCACCCCAGCTCACCGC 
CTCGATCGCCTGACTTCCGGTGTGTTAGTCATGGTGAAAAAACCAGAACTCCGTGGCGCT 
TACCAAACCTTGTTTGCCCGACGTGAGGCGTCCAAAACCTATGAGGCAATCGCAGAATTC 
GTTCCAGGGCTACTTGATGATGGTCCCGCGATTTGGGAATCCCGCATCGAAAAAGAACGC 
GGCATCGTGCAAGCCTTCGTCGTGGAAGGCCCCGTCAACGCACGCACTGAACTGGTGTCA 
GTCACCCCAGTCGAAGACGCCGAACAGAGCATCCTCGAAGAAATGCACGGGCCACTCCCC 
CGCCAAGCGCGCTACGTTCTAGCCCCCTCAACAGGCAAAACCCACCAGCTGCGCATCCAC 
ATGCGCGACTTCGCAGCCCCCATCCTCGGCGACCCCCTCTACCCCGTCCTCCACGCAGTC 
GACGATGAGGACTACACCACCCCAATGCACCTCATCGCCCGCACGCTAACCTTCGTGGAT 
CCTCAAACCAACGAGGAACGTACCTTTGTGAGTAATCGACCTACGGGAAGTTTG 

>RXN00 667 -downstream 
TAG G C C T C G TAG AC AT C AC C C AG 

>RXN007 08-upstream 

CCTGCGTATCGGCTGCCTTTTTGAATTCTTTTCCTCCTCGAGGCCTAACCTTCAATTCCT 
TACCGATCCCCTTCCCTGAAGTTTCGCTAACCTGGCGTAC 

>RXN00708 

ATGACTCTTTCCCTTCCTCCAATTGGTTTCGGCACCGTTCATCTTGATGGCGCACCTGGC 
GTTGAAGCCATCGCTACTGCCATTGATGCTGGTTACCGCCTCATCGACACCGCGTACAAC 
TATGAAAATGAAGGTACCGTGGGCAAGGCTGTCCGCGAGTCGGGTGTCCCCCGCGAGGAA 
TTGATTGTTACCAGTAAGCTCCCTGGCCGCTTCCATGCTCGCGATCTAGGACGCGTCCGC 
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ATTGAGGAAAGTCTATACCGCCTCAACTTAGATTACATCGATCTCCTCTTGATTCACTGG 
CCTAATCCCAGCAAGGATCTCTACGTCGAGGCGTGGGAAACGCTGATTGAAGTCCGCGAT 
GCTGGCCTGGTCAAGCACATCGGAGTGTCTAACTTCCTTCCAAATCACATTGATCGCCTG 
CGCCGCGAAACCGGTGAACTGCCGGCCGTTAACCAGATCGAGTTGCACCCCTATTTCCCG 
CAGGTGGAGCAGGTAGATTTCCACGATGAGCTGGGCATCATTACCGAGGCCTGGAGCCCG 
CTCAGCAACGGTCGCGGACTCGTCGAAGAGCCATTGCTCAAGGAAATCGGCGAGCGCTAC 
GGGGTCGGCAGCGGCGAAATCGCCCTCGCTTGGCATCACGCCAGGGGAATCGTTCCGATT 
CCACGCTCCACCAACCCGGCCAGGCAGCGCAGCAACTTGGAGGCGGTAAAGATTTCGCTT 
ATCGACGAAGACGTCCAGGCGATTACCGCTTTGGCGCGCAAAAACGGCCGGATCAAAGAT 
CAAGATCCAGCCGTCTATGAAGAATTC 

>RXN007 08-downstream 
TAG AT AG T T AC AT CAAG G T T C C G 

>RXN0 07 7 0 -upstream 

CCATGGGTCTGCCACAGGGAAACAGCAACGCAGACCTAGTCCGCAAGATGCAAGCAACCG 
CCTCAAGTTAAGATCGGTAGGCGATAGGGGTTGAGCATTT 

>RXN00770 

TTGCTCTCCCCGTATGCGTGGGGGTTGTCCCGCGCACTTTTAGACAGTTATGTTCCTAAT 
AAGTTCCAAACCCCAGCAGGAGAAGCGAAGTACACGATGAGTGATCACCAGGACACCACC 
GCCGAAGGCGTTTCATACGCAGCAGCAGGAGTCGACATCGAAGCCGGCGATCGTGCCGTC 
GAACTCTTTGCACCAATGGCCAAGCGCGCCACCCGCCCAGAGGTTCTTGGCAACCTCGGA 
GGCTTCGCAGGACTCTTTGAGCTCGGAAAATACAAGAAGCCAATCCTCGCAGCAGGATCT 
G AC G GAG T C GG C AC C AA G C T T G T CAT C G C C C AG A T GAT G G AC AAG C AC G AC AC CAT C G G C 
ATCGACCTTGTTGCAATGTGTGTGGATGACCTCGTTGTCACCGGCGCAGAGCCACTGTTC 
CTCCAGGACTACATCGCCATCGGCAAGGTTGTCCCAGAGCACGTTGCTGAGATCGTCTCC 
GGTATCGCAGAAGGCTGTGTCCAGGCAGGCTGTGCTCTGCTCGGTGGCGAAACCGCAGAA 
CACCCAGGTGTTATGGAACCAGACCACTACGATGTCTCCGCAACTGCAGTCGGCGTTGTC 
GAAGCAGATGAACTGCTAGGACCAGACCGCGTCCGCGCAGGCGACGTCCTCATCGGCATG 
GCTTCCTCCGGTCTGCACTCCAACGGTTACTCCCTGGCTCGCCACGTCCTCCTGGAAAAG 
GCAGGCCTGGCGCTTGACGGACACATCGAAGAACTCGGACGCACCCTCGGTGAAGAACTT 
CTCGAGCCAACCCGCATCTACGCCAAGGACTGCCTGGCACTGATCGCAGAGTGCGAAGTT 
CACACCTTCTGCCACGTCACCGGCGGCGGCCTCGCAGGCAACCTCGAGCGGGTTGTCCCA 
GAAGGGCTCGTCGCAGAAATGTCCCGAGCAACTTGGACCCCAGGCCAAATCTTCCGCACC 
ATCTCCTCTGTGGGCAAGGTTTCCCGCGAAGAAATGGAAAAGACCTTCAACATGGGTGTC 
GGCATGGTTGCAGTCGTTGCTGAAAAGGACCGCGACCGCGCCCTGGCAATGCTCACCGCA 
CGTCACATTGACTGCTGGGAAATCGGAACCGTACGCAACGGTGAAGAGGGAGAGCCTCGC 
GTGATCCTCAACGGCGAGCACCCTGGCTAC 

>RXN007 7 0-downstream 
TAAGCCCAACTGTCTGCTCTAAG 

>RXN00954 

GCTGTGAAGTGGTTCGAAGCGTCCAACTTCACCTTCCTGTTCGCACCTGCGTACAACCCT 
GCGATTGCGCATGTGCAGCCGGTTCGCCAGGCGCTGAAATTCCCCACCATCTTCAACACG 
CTTGGACCATTGCTGTCCCCGGCGCGCCCGGAGCGTCAGATCATGGGCGTGGCCAATGCC 
AATCATGGACAGCTCATCGCCGAGGTCTTCCGCGAGTTGGGCCGTACACGCGCGCTTGTT 
GTGCATGGCGCAGGCACCGATGAGATCGCAGTCCACGGCACCACCTTGGTGTGGGAGCTT 
AAAGAAGACGGCACCATCGAGCATTACACCATCGAGCCTGAGGACCTTGGCCTTGGCCGC 
TACACCCTTGAGGATCTCGTAGGTGGCCTCGGCACTGAGAACGCCGAAGCTATGCGCGCT 
ACTTTCGCGGGCACCGGCCCTGATGCACACCGTGATGCGTTGGCTGCGTCCGCAGGTGCG 
ATGTTCTACCTCAACGGCGATGTCGACTCCTTGAAAGATGGTGCACAAAAGGCGCTTTCC 
TTGCTTGCCGACGGCACCACCCAGGCATGGTTGGCCAAGCACGAAGAGATCGATTACTCA 
GAAAAG GAG T C T T CCAAT G AC 

>RXN00 95 4 -downstream 
TAGTAATAATCTGCCCACAGTGT 

>RXN00 95 6-upstream 

GCCGGTGCAGGCACGTGGGCTGGGGCGAAAGACGCCGGCGCGCTGCTGAAAATTTTAGCG 
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ACCATCTCCACATTCCATTACTAAAGGTTTAAATAGGATC 
>RXN00956 

ATGACTGAAAAAGAAAACTTGGGCGGCTCCACGCTGCTGCCTGCATACTTCGGTGAATTC 
GGCGGCCAGTTCGTCGCGGAATCCCTCCTGCCTGCTCTCGACCAGCTGGAGAAGGCCTTC 
GTTGACGCGACCAACAGCCCAGAGTTCCGCGAAGAACTCGGCGGCTACCTCCGCGATTAC 
CTCGGCCGCCCAACCCCGCTGACCGAATGCTCCAACCTGCCACTCGCAGGCGAAGGCAAA 
GGCTTTGCGCGGATCTTCCTCAAGCGCGAAGACCTCGTCCACGGCGGTGCACACAAAACT 
AACCAGGTGATCGGCCAGGTGCTGCTTGCCAAGCGCATGGGCAAAACCCGCATCATCGCA 
GAGACCGGCGCAGGCCAGCACGGCACCGCCACCGCTCTCGCATGTGCGCTCATGGGCCTC 
GAGTGCGTTGTCTACATGGGCGCCAAGGACGTTGCCCGCCAGCAGCCCAACGTCTACCGC 
ATGCAGCTGCACGGCGCGAAGGTCATCCCCGTGGAATCTGGTTCCGGCACCCTGAAGGAC 
GCCGTGAATGAAGCGCTGCGCGATTGGACCGCAACCTTCCACGAGTCCCACTACCTTCTC 
GGCACCCCCGCCGGCCCGCACCCATTCCCAACCATCGTGCGTGAATTCCACAAGGTGATC 
TCTGAGGAAGCCAAGGCACAGATGCTAGAGCGCACCGGCAAGCTTCCCGACGTTGTGGTC 
GCCTGTGTCGGTGGTGGCTCCAACGCCATCGGCATGTTCGCAGACTTCATTGACGATGAA 
GGTGTAGAGCTCGTCGGCGCTGAGCCAGCCGGTGAAGGCCTCGACTCCGGCAAGCACGGC 
GCAACCATCACCAACGGTCAGATCGGCATCCTGCACGGCACCCGTTCCTACCTGATGCGC 
AACTCCGACGGCCAAGTGGAAGAGTCCTACTCCATCTCCGCCGGACTTGATTACCCAGGC 
GTCGGCCCACAGCACGCACACCTGCACGCCACCGGCCGCGCCACCTACGTTGGTATCACC 
GACGCCGAAGCCCTCCAAGCATTCCAGTACCTCGCCCGCTACGAAGGCATCATCCCCGCA 
CTGGAATCCTCACACGCGTTCGCCTACGCACTCAAGCGCGCCAAGACCGCCGAAGTA 

>RXN00 957-upstream 

AACCGGCAAGCCCTGGATCGAATGAAGCTCGCAGCGAGTAATTATTTGATGTTTCCCAGA 
AAGGCTTCAGCCCCACAATGATTTCCTCGGTAGGTGCCCC 

>RXN00957 

ATGAGCACGAATCCCCATGTTTTCTCCCTAGATGTCCGCTATCACGAGGATGCTTCTGCA 
TTGTTTGCCCACTTGGGTGGCACAACCGCAGATGATGCAGCCCTGTTGGAAAGCGCTGAT 
ATCACCACCAAGAATGGTATTTCTTCCCTCGCGGTGTTGAAGAGTTCGGTGCGCATTACG 
TGCACGGGCAACACGGTGGTAACGCAGCCGCTGACGGACTCGGGTAGGGCAGTGGTTGCG 
CGCCTAACGCAGCAGCTTGGCCAGTACAACACCGCAGAGAACACCTTTAGCTTCCCCGCC 
TCAGATGCGGTTGATGAGCGCGAGCGCCTCACCGCACCAAGCACCATCGAAGTGCTGCGC 
AAGTTGCAGTTCGAGTCCGGTTACAGCGACGCGTCCCTGCCACTGCTCATGGGCGGTTTC 
GCGTTTGATTTCTTAGAAACCTTTGAAACGCTCCCCGCTGTCGAGGAGAGCGTCAACACT 
TACCCCGATTACCAGTTCGTCCTCGCGGAAATCGTCCTGGACATCAATCACCAGGACCAG 
ACCGCCAAACTCGCCGGCGTCTCCAACGCCCCAGGCGAGCTCGAGGCCGAGCTCAACAAG 
CTTTCATTGCTTATCGACGCCGCCCTCCCCGCAACCGAACACGCCTACCAAACCACCCCT 
CACGACGGCGACACTCTTCGCGTTGTGGCTGATATTCCCGATGCTCAGTTCCGCACCCAG 
ATCAATGAGCTGAAAGAAAACATTTACAACGGTGACATCTACCAAGTTGTCCCGGCGCGC 
ACTTTCACCGCACCATGTCCTGATGCATTCGCTGCTTATCTGCAGCTGCGTGCCACCAAC 
CCGTCGCCGTACATGTTCTATATCCGTGGCCTCAACGAAGGCCGCTCCTATGAACTTTTT 
GGCGCATCCCCTGAGTCCAACCTCAAGTTCACCGCTGCTAACCGTGAGCTGCAGCTGTAC 
CCAATCGCAGGTACCCGCCCCCGTGGACTCAACCCAGATGGCTCCATCAACGATGAGCTA 
GATATCCGCAATGAGTTGGATATGCGCACTGATGCCAAAGAGATCGCGGAGCACACCATG 
CTTGTCGATCTCGCCCGCAACGACCTGGCCCGCGTCTCGGTCCCAGCGTCGCGCCGGGTT 
GCGGATCTTTTGCAGGTGGATCGCTATTCCCGCGTGATGCACTTGGTGTCCCGTGTGACG 
GCGACGTTGGACCCAGAGCTTGATGCTTTGGACGCCTATCGGGCGTGCATGAATATGGGC 
ACGTTGACCGGCGCTCCGAAGTTGCGCGCTATGGAGCTGTTGCGCGGCGTCGAAAAGCGC 
AGGCGTGGTTCTTATGGTGGGGCAGTGGGGTACCTGCGCGGCAATGGCGATATGGATAAT 
TGCATTGTTATTCGTTCGGCGTTTGTCCAGGATGGTGTGGCTGCTGTGCAGGCTGGTGCT 
GGTGTGGTCCGCGATTCTAATCCTCAATCTGAAGCCGATGAGACGTTGCACAAGGCGTAT 
GCCGTGTTGAATGCCATTGCGCTTGCTGCTGGTTCCACTTTGGAGGTCATCCGA 

>RXN0 0 95 7 -downstream 
TGACACACGTTGTTCTCATTGAT 

>RXN00 9 69-upstream 

CTATAGTGGCTAGGTACCCTTTTTGTTTTGGACACATGTAGGGTGGCCGAAACAAAGTAA 
TAGGACAACAACGCTCGACCGCGATTATTTTTGGAGAATC 
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>RXN00969 

ATGACCTCAGCATCTGCCCCAAGCTTTAACCCCGGCAAGGGTCCCGGCTCAGCAGTCGGA 
ATTGCCCTTTTAGGATTCGGAACAGTCGGCACTGAGGTGATGCGTCTGATGACCGAGTAC 
GGTGATGAACTTGCGCACCGCATTGGTGGCCCACTGGAGGTTCGTGGCATTGCTGTTTCT 
GATATCTCAAAGCCACGTGAAGGCGTTGCACCTGAGCTGCTCACTGAGGACGCTTTTGCA 
CTCATCGAGCGCGAGGATGTTGACATCGTCGTTGAGGTTATCGGCGGCATTGAGTACCCA 
CGTGAGGTAGTTCTCGCAGCTCTGAAGGCCGGCAAGTCTGTTGTTACCGCCAATAAGGCT 
CTTGTTGCAGCTCACTCTGCTGAGCTTGCTGATGCAGCGGAAGCCGCAAACGTTGACCTG 
TACTTCGAGGCTGCTGTTGCATGCGCAATTCCAGTGGTTGGCCCACTGCGTCGCTCCCTG 
GCTGGCGATCAGATCCAGTCTGTGATGGGCATCGTTAACGGCACCACCAACTTCATCTTG 
GACGCCATGGATTCCACCGGCGCTGACTATGCAGATTCTTTGGCTGAGGCAACTCGTTTG 
GGTTACGCCGAAGCTGATCCAACTGCAAACGTCGAAGGCCATGACGCCGCATCCAAGGCT 
GCAATTTTGGCATGCATCGCTTTCCACACCCGTGTTACCGCGGATGATGTGTACTGCGAA 
GGTATTAGGAACATCAACGCTGCCGACATTGAGGCAGCACAGCAGGCAGGCCACACCATC 
AAGTTGTTGGCCATCTGTGAGAAGTTCACCAACAAGGAAGGAAAGTCGGCTATTTCTGCT 
CGCGTGCACCCGACTCTATTACCTGTGTCCCACCCACTGGCGTCGGTAAACAAGTCCTTT 
AATGCAATCTTTGTTGAAGCAGAAGCAGCTGGTCGCCTGATGTTCTACGGAAACGGTGCA 
GGTGGCGCGCCAACCGCGTCTGCTGTGCTTGGCGACGTCGTTGGTGCCGCACGAAACAAG 
GTGCACGGTGGCCGTGCTCCAGGTGAGTCCACCTACGCTAACCTGCCGATCGCTGATTTC 
GGTGAGACCACCACTCGTTACCACCTCGACATGGATGTGGAAGATCGCGTGGGGGTTTTG 
GCTGAATTGGCTAGCCTGTTCTCTGAGCAAGGAATCTCCCTGCGTACAATCCGACAGGAA 
GAGCGCGATGATGATGCACGTCTGATCGTGGTCACCCACTCTGCGCTGGAATCTGATCTT 
TCCCGCACCGTTGAACTGCTGAAGGCTAAGCCTGTTGTTAAGGCAATCAACAGTGTGATC 
CGCCTCGAAAGGGAC 

>RXN00 96 9-downstream 
TAAT T T T AC T GAC AT G G CAAT T G 



>RXN0102 6-upstream 

GAGGTGACATTTATGCCTCTTAATAGCTATACTGTCCCATGAAACGATATTTTAATCTCA 
TATAGTGAGATTTACAGATTTTTAAAGGACGGTGAGTTCC 

>RXN01026 

AT G AC C AG C C C C G T G G AG AAC AG C AC C T C AAC T G AG AAG C T GAC C C T G G C AG AG AAG G T G 
TGGCGCGACCATGTCGTGTCCAAGGGAGAAAACGGCGAGCCCGACCTCCTCTACATCGAC 
CTGCAGCTGCTGCATGAAGTGACCTCACCACAGGCATTTGACGGCCTGCGCATGACCGGC 
CGTAAACTGCGCCACCCAGAACTGCACCTGGCCACCGAAGACCACAACGTGCCAACCGAA 
GGCATCAAGACTGGCTCACTGCTGGAAATCAACGACAAGATTTCCCGCCTGCAGGTATCT 
ACTCTGCGCGACAACTGTGAAGAATTCGGCGTGCGCCTGCACCCAATGGGTGATGTCCGA 
CAGGGCATCGTGCACACCGTCGGCCCACAGCTCGGCGCAACCCAGCCAGGCATGACCATT 
GTGTGCGGTGACTCCCACACCTCCACCCACGGTGCTTTTGGCTCCATGGCATTCGGCATC 
GGTACCTCAGAGGTTGAGCACGTCATGGCTACTCAAACCCTGCCACTGAAGCCTTTCAAG 
ACCATGGCCATTGAAGTTACTGGTGAACTGCAGCCAGGTGTTTCCTCCAAGGACCTGATT 
CTGGCGATTATCGCCAAGATCGGCACCGGCGGCGGACAGGGCTACGTTCTGGAATACCGC 
GGCGAAGCAATCCGTAAGATGTCCATGGATGCACGCATGACCATGTGCAACATGTCCATC 
GAAGCTGGCGCACGTGCCGGCATGATCGCCCCAGACCAAACCACCTTCGACTACGTTGAA 
GGCCGCGAAATGGCACCAAAGGGCGCCGACTGGGACGAAGCAGTTGCTTACTGGAAGACC 
CTGCCAACCGACGAAGGCGCAACCTTTGACAAGGTCGTAGAAATCGATGGCTCGGCACTG 
ACCCCATTCATCACCTGGGGCACCAACCCAGGCCAGGGCCTGCCACTGGGCGAATCCGTA 
C C AAG C C C AG AAG AC T T C AC C AAC GAC AAC GAC AAG G C AG C AG C C G AAAAGG C A C T G C AG 
TACATGGACCTGGTACCAGGAACCCCACTGCGCGACATCAAGATCGACACCGTCTTCCTG 
GGATCCTGCACCAACGCCCGCATCGAAGACCTGCAGATCGCCGCTGACATCCTCAAGGGC 
CACAAAATCGCCGACGGCATGCGCATGATGGTCGTGCCTTCCTCCACCTGGATCAAGCAA 
GAGGCAGAAGCGCTCGGACTGGACAAAATCTTCACCGACGCTGGCGCTGAATGGCGTACC 
GCAGGCTGCTCCATGTGCCTGGGCATGAACCCAGACCAACTGAAGCCAGGCGAGCGCTCC 
GCATTCACCTCCAACCGAAACTTCGAAGGACGCCAAGGACCAGGAGGCCGCACCCACCTG 
GTATCCCCAGCAGTCGCAGCCGCCACCGAATCCGCGGACCCTGTCCTCACCTGCAGATAT 
CTAAGGAAGGCTAGAAAACAATGGAAAAATTTACCACCTACACCGGCGTTGGCGTTCCAC 
TGCAGCGATCCAACGTGGACACCGACCAGATCATCCCAGCCGTCTACCTCAAGCGCGTCA 
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CCCGGACCGGCTTCGAAGACGGACTGTTTTCCAACTGGCGCCAAAACGACCCCAACTTTG 
TCCTCAACACCGACACCTACAAGAACGGCTCCGTTCTCG 

>RXN0102 6-downstream 
TAGCAGGCCCTGACTTTGGCACC 

>RXN01027-upstream 

AATAGATGGAAGTAGTTTTTCATTCACTTATGTGCGCGTTTTTAATCTGGTTTCTACCAA 
G AAC T G T G T G C AC C AC AAC G C G G AAG G T G AAT C G C AC C C A 

>RXN01027 

ATGGCAAATAAGAACAATAAGCCTCATGAGGTGGACAAAGACCAAGATTCAGCCATGCTG 
ATCAACGGTCGCCTGCAACAGATCCCGGCGCGTCCCACTGAGGAATTCACCCGCCCAACT 
CTTGCAGCAGGTGCAGTACTGTGGCGCGGCGACATCACCAACCCGGACAGCATCGAGGTC 
GCTGTCATCCACCGCCCGCACTATGATGACTGGTCCCTGGCCAAGGGCAAAGTCGATCCC 
GGCGAGTCTATTCCGACAACCGCGGCCCGTGAAATCCTTGAAGAAACTGGCTACGACATC 
CGTCTGGGCAAGCTGATCGGCAAGGTTACTTACCCTGTGCTCGACCGAACCAAAGTGGTC 
TACTACTGGACTGCCCAGGTTCTTGGTGGAGAGTTTGTCCCCAACGATGAAGTTGATGAA 
ATCCGTTGGCTGTCTGTTGATGAAGCATGCGAGTTGCTCAGCTACCAAGTAGATACCGAA 
GTTCTGGCCAAGGCAGCAAAGCGTTTCCGCACTCCTTCCACCACTCGGGTGCTGTATGTT 
CGCCATGCTCATGCACATGGTCGCCAAACCTGGGGTGGCGACGACAATAAGCGCCCATTG 
GACAAAAAGGGGCGTCGACAAGCAGAAATGCTCGTACCCATGTTGTTGCCCTTCAAACCC 
ACCGCAATTTACTCGGCGGTGCCCGATCGCTGCCAAGCCACCGCGCTCCCCCTTGCCGAT 
GAGCTCGGCCTCGACGTGTCCGTCAACCGACTGTTCGGCGACGACGCCTGGGAAACCGAT 
CCCGAGGCCTGCAAGAAGCGCTTCACCGACGTGGTCGCGCAAGGTGGCGTGCCGATGATC 
GTTGGGCAGGGCGACATCATTCCGGAAATGATCAAATGGTTCTCCGAGAACGGCACCCTC 
CCTATCGATGAGAAGATCAAGGCGAAAAAGGGCAGCGTGTGGGTGTTGAGCTTTCACGAC 
GGTGTGTTCACCGGCGCTGATTACCTGGCGAGTTCCCTGCCGGTTAAA 

>RXN0 102 7 -downstream 
TAGGAGCGCGTTTAAGGCCTCCA 

>RXN0 107 9-upstr earn 

ACC T T AAAAC T T AAT C AAT C AAT AC AAAG T T C AC AC C T C T T T T G AAAGG G AC AT T CC T T T 
GACTGCATCGGGAACCACCGTCGTGCCACGCGGAGACCAG 

>RXN01079 

ATGGACTTCCACGCTCTTAACGCGTTGCTCAACCTTTACGATGACAACGGCAAGATCCAG 
TTTGAGAAAGACCGTGAAGCTGCAAACCAGTACTTCCTGCAGCACGTCAACCAGAACACC 
GTCTTCTTCCACAACCTGCAGGAAAAGATCGACTACCTGGTTGAAAACAAGTACTATGAC 
CCAATCGTTCTGGACAAGTACGACTTCCAGTTCATCAAGGACCTCTTCAAGCGCGCATAC 
GGATTCAAGTTCCGCTTCCAGTCCTTCCTCGGTGCATACAAGTACTACACTTCCTACACC 
CTGAAGACCTTCGACGGTCGCCGCTACCTCGAGCGTTTCGAAGACCGTGTCTGCATGGTC 
GCCCTCACCCTCGCTGACGGCGACCGCGCATTGGCCGAGAACCTGGTCGATGAGATCATG 
TCTGGCCGTTTCCAACCAGCAACCCCAACCTTCCTGAACTCCGGCAAGGCACAGCGCGGC 
GAGCCAGTATCCTGCTTCCTCCTGCGTATCGAAGACAACATGGAGTCCATCGGACGTTCC 
ATCAACTCTGCTCTTCAGCTGTCCAAGCGTGGCGGTGGCGTAGCGTTGCTGCTGTCCAAC 
CTTCGTGAAGCCGGTGCACCGATTAAGAAGATTGAAAACCAGTCTTCCGGTGTTATCCCA 
GTGATGAAACTTCTGGAAGATGCTTTCTCCTACGCTAACCAGCTGGGTGCTCGTCAGGGT 
GCAGGTGCTGTGTACCTCAACGCTCACCACCCAGATATCCTGTCCTTCCTGGATACCAAG 
CGTGAGAACGCCGATGAGAAGATCCGCATCAAGACCCTGTCCCTGGGTGTTGTGATTCCG 
GACATCACCTTCGAGCTGGCTAAGCGCAACGATGACATGTACCTGTTCTCCCCATACGAT 
GTGGAGCGCATTTACGGCAAGCCTTTCGCAGACGTCTCAATCACCGAGCACTACGACGAG 
ATGGTGGATGATGACCGCATCCGCAAGACCAAGATCAACGCGCGTCAGTTCTTCCAGACC 
CTGGCAGAAATCCAGTTCGAGTCCGGTTACCCATACATCATGTATGAAGACACCGTGAAT 
GCATCCAACCCAATCGAAGGTCGCATCACCCACTCAAACCTGTGCTCTGAGATCCTTCAG 
GTGTCCACCCCATCTGAATTCAACGATGACCTGACTTACGCAGAGGTCGGCGAAGACATT 
TCTTGTAACTTGGGTTCCCTCAACGTTGCAATGGCTATGGATGCACCAAACTTTGAGAAG 
ACCATCGAAACCGAAATCCGCGGCTTAACTGCAGTGCCTGAGCAGACCAGCATCGATTCC 
GTGCCTTCCATCCGTAAGGGCAACGAAGCAGCTCACGCCATCGGCCTTGGCCAGATGAAC 
CTTCACGGCTACTTCGGTCGCGAGCACATGCACTACGGCTCCGAGGAAGCCCTGGACTTC 
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ACCAACGCATACTTTGCTGCCGTGCTGTACCAGTGCCTGCGTGCATCCAACCAGATCGCT 
ACTGAGCGTGGAGAGCGTTTCAAGAACTTCGAAAACTCCAAGTATGCAACCGGTGAGTAC 
TTCGATGATTTCGATGCAAACGACTTCGCACCAAAGTCCGACAAGGTCAAGGAACTCTTT 
GCCAAGTCGAACATCCACACCCCAACCGTTGAGGACTGGGCTGCGCTGAAGGCCGACGTG 
ATGGAGCACGGTCTGTTCAACCGTAACCTGCAAGCGGTTCCACCAACCGGTTCGATCTCC 
TACATCAACAACTCCACCTCGTCGATCCACCCAATCGCATCCAAGATTGAGATCCGCAAG 
GAAGGCAAGATCGGCCGCGTTTACTACCCAGCTCCACACATGGACAATGACAACCTTGAG 
TACTTCGAGGACGCCTACGAAATCGGCTACGAGAAGATCATTGACACCTACGCTGTGGCA 
ACCAAGTACGTTGACCAGGGCCTGTCACTGACCTTGTTCTTCAAGGACACTGCCACCACC 
CGTGACATCAACCGTGCGCAGATCTACGCATGGCGCAAGGGCATCAAGACCTTGTACTAC 
ATTCGCCTGCGCCAGGTTGCTCTGGAAGGCACTGAAGTTGACGGCTGCGTCAGCTGCATG 
CTG 

>RXN0107 9-downstream 

T AAAAG C AC T T AAAAAT AT C C C C 

>RXN010 95-upstream 

GTGTGTTCGGGATAACCTTAAACACAGCATTGGTTGGAAGGAGGTTGGGGC 
>RXN010 95 

ATGGTTGCAACAGAGAACCGCATGTTGATGGAAATCGCTGCGGAAATATCGGCTCGGGAA 
GCAACGCTTGGTTTTCAAGAAGTCAAAACTAAATCTCGATCAGCAGGTCTCACGGCGGCT 
TTCGATATTGCTTCAGTCTTTTTTTCGTCTGGATGTAATGTCGTAGTCGCCTTTGATCGT 
TTTGCATCCAATTGGTCTGATCATTCGGATCATGTGGACTACGCTGCACAGGTTGCGGGT 
TTTGGCGCATCAATGCTTGCATATACGGTGCGCAGGGGACAGTTTGATACCGCAGTACGC 
GATATCAGGGACATCAAATCTGAAGTAGACATTCCCATTCTGCTTCATGATCCCATCATC 
GATCCGTATCAAATCCACGAAGCCCGCGTCATGGGCATCGACGCTCTTCAATTCCCCGTA 
TGGGCGATGGAACAAGCTCGACTGGAATCTTTGGTGGACCGCACCGAATCATTGGGCATG 
ACAGCCATCGTGTCTGTGCGAAACCACGAAGAAGCGCATCGTGCAGTGGACGCAGGAGCG 
ACAGTGGTAGCAATTGATATTACTGGTTATACCGGCTCACTCACTTTGCCTGAAGCGTTT 
TCGGGTATCACCCAATTCATGCCCAAAGAGGTAGCCCGCATTGTGCTCGGAGGTTGCAGC 
AGCCCTAAAGAACTCATGCGGTTTGCACGACATTCTGCAGACGCCATCTTTGTTCCACAT 
GCAGACCTCGCCACCACAAAATCTCTTGTGACAGCAGGTATGCATCCAGCGTGCCCATCG 
CGT 

>RXN010 95-downstream 
TGAAGAGGTGCTCTGTGGTCAGC 

>RXN0 110 4 -upstream 

CACTTGCGCACTACCATTGGTGTGCCTGAGGAAAATGATGCGTTTTTGGACGCAGCTGCA 
G AGAT CAT CAAG C T G AAC CTG T AAG AG AG AAG AAT T T T T C 

>RXN0110 4 

AT G AC T G T C G C AC CAAG AAT T G G T AC C GC AAC C C G C AC C AC C AG C G AA T C C G AC AT C AC C 
GTCGAGATCAACCTGGACGGCACCGGCAAAGTAGATATCGATACCGGCCTGCCATTTTTC 
GACCACATGCTCACTGCATTCGGCGTGCACGGCAGTTTTGATCTGAAAGTCCATGCCAAG 
GGCGACATCGAGATCGACGCACACCACACCGTGGAAGATACCGCCATCGTGCTCGGCCAA 
GCACTCCTTGACGCTATTGGCGACAAGAAAGGCATCCGCCGTTTCGCATCCTGCCAGCTG 
CCCATGGATGAGGCATTAGTGGAGTCCGTGGTGGATATCTCCGGTCGCCCATACTTCGTG 
ATCTCCGGCGAACCAGACCACATGATCACCTCCGTGATCGGTGGACACTACGCAACCGTG 
ATCAACGAGCACTTCTTTGAAACCCTCGCGCTCAACTCCCGAATCACCCTCCACGTGATC 
TGCCACTACGGCCGCGACCCTCACCACATCACCGAAGCAGAGTACAAGGCTGTTGCCCGT 
GCGCTGCGCGGTGCCGTAGAGATGGATCCTCGTCAAACAGGAATCCCATCCACTAAGGGA 
GCGCTC 

>RXN0 1104 -downstream 
TAGACATGAACTCTTCTCCCATC 

>RXN01115-upstream 

CTCACCGCATGCAGCGTGAAAACACTCAGTACGGACTGGCCACCATGTGCATCGGTGGCG 
GCCAGGGTCTTGCAGCTGTCTTTGAAAAGGAGAACTAAAA 
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>RXN01115 

ATGGCTATTTTGCACAGCGTTTCCTACGGAACTTCCGACAACACCTTGGTGTTCATTGGC 
TCGTTGGGTTCCACCACCGACATGTGGCTGCCACAGCTGGATGCCTTGCATAAGGATTTC 
CGCGTCATCGCTGTTGATCACCGCGGACATGGTCTGTCTGAACTCATCGAAGGCACCCCC 
ACTGTGGCGGATCTGGCGCAGGATGTGCTGGATACCCTCGATGACCTGGGTGTCGGAAAC 
TTCGGCGTCATCGGACTATCTCTCGGCGGAGCGGTTGCACAATACTTGGCGGCCACCTCT 
GATCGTGTCACCAAGGCAGCATTCATGTGTACCGCTGCAAAATTCGGCGAGCCCCAGGGC 
TGGCTAGATCGCGCCGCAGCGTGCCGCGAAAACGGCACTGGTTCTCTGTCCGAAGCTGTG 
ATCCAGCGCTGGTTCTCCCCCACTTGGTTGGAGAACAACCCAGCGTCCCGCGAGCACTTC 
GAAGCCATGGTTGCCGGCACCCCATCTGAGGGTTACGCGCTGTGCTGCGAGGCGTTGGCA 
ACCTGGGATTTCACCGATCGCCTGGGAGAAATCACCGTGCCAGTGCTCACCATCGCAGGT 
GCCGATGACCCCTCCACTCCTCCAGCAACCGTGCAGATCATTGCCGATGGCGTTGGCGGC 
GAGTCCCGCGCAGAGGTCCTAAGCCCAGCCGCGCACGTACCAACCGTGGAACGTCCAAAC 
GAGGTAAATGAACTGCTAGCACAGCATTTCGCT 

>RXN01115-downstream 
TAATGTTGTAGGCATGTTCACAA 

>RXN01116-upstream 

TGCCAGGAATTTACGTCAACCGCGTCGTCCACGTTGGACCGCAGGAAACCGGAATCGAAA 
AC AG G AC G G T G T C T AAC T AAT G AC T T G G G AT C AT AAC C AA 

>RXN01116 

ATGGCAGCCCGCGTTGCCCAGGAACTTGAAGACGGCCAGTACGTCAACCTCGGCATCGGC 
ATGCCTACACTTATCCCCGGCTACCTGCCTGAGGGACTAGAGGTTATCCTTCACTCCGAA 
AACGGTGTGCTGGGCGTTGGACCTTACCCAACTGAAGAGGAACTTGATCCTGAGCTGATC 
AACGCCGGCAAGGAAACCATCACGGTTGCACCTGGCGCATCCTACTTCTCCTCTTCTGAT 
TCTTTCGCCATGATCCGCTCCAAGTCTGTCGACGTTGCAGTCTTGGGCGTTATGGAAGTC 
TCCCAGTACGGCGACCTGGCCAACTGGATGATTCCCGGCAAGCTGGTCAAGGGTATGGGT 
GGCGCAATGGATCTGGTGCACGGCGCATCCAAGATCATCGCCATGACCGATCACATCACC 
AAGAAGGGCGCTCCGAAGATCCTTAAGGAGTGTCGCCTCCCACTGACTGGCGCGAAGTGC 
GTGGACATGATTGTCACCACCCACGCTGTGTTCTCTGTGGACCCTGAAGAAGGCCTCACG 
CTCATCGAGTGCGCCGACGGTGTCACCGTTGAGGAACTCCGCGAAATCACCGAAGCCGAT 
TTCAAAGTTGCT 

>RXN01116-downstream 
TAAGCAAACGCTGCGCAATTAAG 

>RXN0112 7-upstream 

GCCCTGCATGATGGGGTAGTGGGGGTTGTTGGGCAGGTACGAGCTGTGATCAATCAGCTA 
CACTAGTGAAGTCCATATAGTGAGAAGGGAATCCCACAAC 

>RXN01127 

ATGAAACTTGCTGTTATTGGTGGAGATGGTATCGGCCCAGAGGTTACTGCAGAAGCCCTC 
AAGGTTCTAAACGCTGTCCGCGACGACATCGAGACCACCGATTATGACCTTGGCGCACGC 
CGTTACCTCAAAAATGGCGAGCTGCTCACCGACGAGGATCTGGCATCCCTGCGCGAGCAT 
GACGCGATCCTTCTTGGCGCTATCGGTGCACCAGGTTCCGTCCCTCCAGGAATTCTCGAG 
CGTGGTTTGCTGCTGAAGATGCGATTCGCACTGGATCACCACGTGAACCTGCGCCCATCC 
AAGCTGTACGACGGCGTGGAGTCCCCACTGCGTAACCCAGGCAAGATTGATTTCGTTGTG 
GTCCGCGAAGGTACCGAAGGCGCCTACACTGGCAACGGTGGAGCAATCCGCGTGGGAACC 
CCTCACGAGATTGCCAATGAAACCTCCGTGAACACTCGCTACGGCGCTGAGCGCGTTATT 
CGCTACGCATTCGAGCTGGCACAGAGCCGCCGCAAGAAGCTCACCCTCGTGCACAAGACC 
AACGTCCTGGTTCACGGTGGTGGCCTGTGGCAGCGCACCGTAGATGAGGTTGCAAAGGAA 
TACCCAGAGGTAGCCGTCGATTACAACCACATCGATGCAGCAACCATCTATCTGGTCACT 
GATCCTTCCCGCTTCGATGTGATTGTTACCGATAACCTCTTCGGCGACATCCTCACCGAT 
GAGGCAGGCGCAGTCTCTGGCGGAATTGGCCTCGCAGCATCCGGCAACATCGATGCCACG 
GGCACCAACCCTTCCATGTTCGAGCCAGTCCACGGCTCTGCACCAGATATCGCAGGCCAG 
GGAATCGCAGACCCAACGGCAGCAATCCTATCCGCTGCGATGCTGCTGCGTCACTTAGGT 
GATGAAGACAACGCAGTACGTATTGAAACAGCCATCGCAGCTGATGTGGCTGGCCGAGAT 
AACTCTCAGCCGATTTCTACCACTGAGGTGGGAGACCGCATCGTCAAGGCGCTGCAAAGC 



Appendix A, page 138 



Attorne^^ket No.: BGI-121CP 



>RXN0 1127 -downs t ream 
TAAATTTCAACGCCGACCCCCTT 

>RXN01 162 -upstream 

CATC G AAT AC GTGCCCTGCT G AAT AG A T G AC A T C GC AG AG AT C T AT AAG AG T C AG T G G T T 
GTCGGGGTTTCACAGTCACTTATTCTATGCAGGATTCACC 

>RXN01162 

ATGTATATCGTGGGGATTTGTCTACAATTAGTGGTTATGAGCCAACCGATGTCAGCACCC 
GACTCCGCTCCAGGAACAGAGCGCGGTCATGAACGCACCCATTTTGCGGTAGTCGGTGAC 
T C C C AG GAT C C AG C AC AG G C AAC AG C T C C T AG AG C G C C AG C AG AAT C AAT T AC T T T GAT T 
GGTATTGGTACCGATGGGTTTGAGGGGCTCGGACTCAAGGCACAGCAAGCATTACAACGT 
GCCTCTGTGGTGATTGGATCATGGCGCCAGCTCAATCTCGTACCTGATGCCATTAAGGCA 
GAGCGTCGCCCATGGCCGGGTAATACCAAGCATCCTGATTTAGATGCCTTGTTTAAAGAG 
TTCCTCGGTCGGCATGTTGCTGTTCTGGCCTCTGGCGATCCACTGTTTTACGGCGTGGGC 
ACCGCAATGGTCCATGTGCTGGGGATGGATAGACTCACGGTTATTCCGGGACCATCATCC 
GCGTCGCTTGCTTGCGCCCGCTTGGGTTGGACAGTCAACCGCACACGGGTGGTGTACCTA 
GGACAAGAACCCATTGAGACACTCATCCCGATTATTGAATCAGGCGCTCAATTCCTCGTC 
TTGGGTAAAGATGAATTCAGTACAGCTCAAGTTGCCACGTTGTTGAATGAACTCGGACTG 
GGGGAGACTCCACTGACTGTGCTCAGCGATTTGGGCAGTACTGATGAGGAGATCACCCAA 
GGCACAGCTTCACATCCACCAGCTGCAGTGTCTGTTCTCAACGTGATTGCTGTGGGAGCT 
CGCACCGCAATGCCGAAACCCCACTTTGAAGGCGACGTATCAAACGAAGACCTTCGGGCA 
CTGACCGTGGCAGCTCTAGAACCCACCCAGGGACAAATGCTGTGGACCTTCGGGGATATT 
GGAGCAGCACTTGCCTGCGATTGGCTACGCGCAGCCGGCAACAAGGCGCACGCCATTAGT 
TTTGCCTCCATGGTTGAGCAAAGCCAAAGGAATGCTCGCAAACTAGGTGTATCCACCCTC 
AGTGTGAAAGAGACCCTGTCACCCAAAACGCTCAAAGATATCCGCTATGTACAAGGACCA 
GAATCAGCAAGCCCACATGCCATCTTCATGAACAAAGGCCTAGGCATCGATCTAGTTCCT 
GAAACCGCATGGATGATGCTGCGGCCTGGAGGAAAGCTCATTGCGCAAGCCTCCACAGAA 
GACAACATCGCAAAGCTTCACACACTCCAAGAACAACACGGCGGAATCATCAAACACATC 
CGCATCGACGACACAGACGTGCACCAATGGCGAGTTACAAAGCCGGTGACTCCAGAAGCG 
GTGAAT 

>RXN0 11 62 -downstream 
TAG CAT C AAAAAC C AAC C C C AT G 

>RXN012 0 9-upstream 

CAGATTGCAGCACAGAAGGCATCGGCGCCAGGCAGCTTTGCGGTGGCGTTTATTGATGCG 
CTTTATGACGTGGATGCCCAGGCTGTGGCCTCGTTGGTTG 

>RXN01209 

ATGTGCGAGAGGCCTGAAAAGTACGTGACTGATTTTTCTTTGTATCTGGTCACCGATCCC 
GTTTTGGGTGGCGGGCCAAAAAAAGTAGCTGGAATTGTTGACAGCGCAATTTCCGGCGGA 
GTTTCTGTGGTGCAGCTGCGCGATAAGAACTCAGGCGTGGAAGATGTTCGTGCGGCAGCA 
AAGGAGCTGAAAGAACTCTGCGATGCTCGCGGGGTGGCGCTTGTTGTCAACGATTACTTA 
GATATCGCCGTTGAGCTGGGTCTTCACCTGCACATTGGTCAAGGCGATACACCTTATACG 
CAAGCACGGGAGCTGCTTCCAGCTCATCTTGAATTGGGTTTGAGCATTGAAAACCTGGAT 
CAATTGCATGCTGTGATCGCGCAGTGCGCCGAGACTGGTGTGGCATTGCCCGATGTGATT 
GGCATTGGTCCGGTGGCCTCTACTGCGACCAAACCAGATGCGGCACCCGCATTGGGTGTG 
GAGGGCATCGCTGAGATCGCCGCTGTAGCTCAAGACCACGGCATCGCATCAGTAGCTATT 
GGAGGCGTTGGTCTACGCAACGCGGCCGAACTCGCTGCTACGCCCATCGACGGTCTGTGC 
GTGGTCTCTGAAATCATGACCGCCGCCAATCCAGCAGCTGCGGCAACTCGCCTGCGGACT 
GCTTTTCAACCTACTTTCTCGCCTGAAACTCAAACTGAACTCTCTCAAACAGAACTCCAA 
GGAGCCTTCGTGAATTCGCCTTCTGCCCCACGTGTGTTGTCTATTGCAGGCACTGATCCC 
ACAGGTGGTGCAGGTATTCAGGCTGATCTGAAGTCCATTGCAGCAGGTGGCGGCTACGGC 
ATGTGCGTTGTGACCTCGCTGGTCGCGCAAAACACCCACGGCGTCAACACGATCCACACC 
CCACCCTTGACCTTTTTGGAAGAACAGCTGGAAGCGGTCTTTTCCGATGTCACCGTCGAT 
GCCATCAAGCTCGGCATGTTGGGCTCTGCCGACACCGTCGATCTGGTGGCTTCATGGCTT 
GGTTCCCACGAGCACGGTCCCGTGGTGCTTGATCCCGTCATGATCGCCACCAGCGGTGAT 
CGCCTACTGGATGCGAGCGCTGAAGAATCGCTGCGCCGCCTGGCCGTGCACGTCGATGTG 
GTCACCCCGAATATCCCCGAACTTGCCGTGTTGTGCGACAGTGCTCCTGCCATCACCATG 
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GATGAGGCCATTGCTCAGGCTCAGGGATTTGCGCGGACTCATGACACCATCGTCATTGTC 
AAGGGTGGACATCTGACTGGCGCGCTTGCTGATAACGCTGTCGTGCGCCCCGACGGCTCG 
GTGTTCCAGGTGGAAAACCTGCGTGTCAACACCACCAACTCCCATGGCACAGGCTGTTCG 
CTCTCTGCGTCACTTGCCACCAAGATCGCCGCCGGCGAAAGCGTGGAA 

>RXN01239-upstream 

GCACTTGCTGCGTAAATCTTTTTCCCACGCCGGGAATGCGTGAACACTAAGATCGAGGAC 
GTACCGCACGATTTTGCCTAACTTTTAAGGGTGTTTCATC 

>RXN012 3 9 

ATGGCACGTCCAATTTCCGCAACGTACAGGCTTCAAATGCGAGGACCTCAAGCAGATAGC 
GCCGGGCGTTCATTTGGTTTTGCGCAGGCCAAAGCCCAGCTTCCCTATCTGAAGAAGCTA 
GGCATCAGCCACCTGTACCTCTCCCCTATTTTTACGGCCATGCCAGATTCCAATCATGGC 
TACGATGTCATTGATCCCACCACCATCAATGAAGAGCTCGGTGGCATGGAGGGTCTTCGA 
GATCTTGCCGCAGCTACACACGAGTTGGGCATGGGCATCATCATTGATATTGTTCCCAAC 
CATTTAGGTGTTGCCGTTCCACATTTGAATCCTTGGTGGTGGGATGTTCTAAAAAACGGC 
AAAGATTCCGCTTTTGAGTTCTATTTCGATATTGACTGGCACGAAGACAACGGTTCTGGT 
GGCAAGCTGGGCATGCCGATTCTGGGTGCTGAAGGCGATGAAGACAAGCTGGAATTCGCG 
GAGCTTGATGGAGAGAAAGTGCTCAAATATTTTGACCACCTCTTCCCAATCGCGCCTGGT 
ACCGAAGAAGGGACACCGCAAGAAGTCTACAAGCGCCAGCATTACCGCCTGCAGTTCTGG 
CGCGATGGCGTGATCAACTTCCGTCGCTTCTTTTCCGTGAATACGTTGGCTGGCATCAGG 
CAAGAAGATCCCTTAGTGTTTGAACATACTCATCGTCTGCTGCGCGAATTGGTGGCGGAA 
GACCTCATTGACGGCGTGCGCGTCGATCACCCCGACGGGCTTTCCGATCCTTTTGGATAT 
CTGCACAGACTCCGCGACCTCATTGGACCTGACCGCTGGCTGATCATCGAAAAGATCTTG 
AGCGTTGATGAACCACTCGATCCCCGCCTGGCCGTTGATGGCACCACTGGCTACGACGCC 
CTCCGTGAACTCGACGGCGTGTTTATCTCCCGAGAATCTGAGGACAAATTCTCCATGCTG 
GCGCTGACCCACAGTGGATCCACCTGGGATGAACGCGCCCTCAAATCCACGGAGGAAAGC 
CTCAAACGAGTCGTCGCCCAACAAGAACTCGCAGCCGAAATCTTAAGGCTCGCCCGCGCC 
ATGCGCCGCGATAACTTCTCCACCGCAGGCACCAACGTCACCGAAGACAAACTTAGCGAA 
ACCATCATCGAATTAGTCGCCGCCATGCCCGTCTACCGCGCCGACTACATCTCCCTCTCA 
CGCACCACCGCCACCGTCATCGCGGAGATGTCCAAACGCTTCCCCTCCCGGCGTGACGCA 
CTCGACCTCATCGCGGCCGCCCTACTTGGCAATGGCGAGGCCAAAATCCGCTTCGCTCAA 
GTCTGCGGCGCCGTCATGGCTAAAGGTGTGGAAGACACCACCTTCTACCGCGCATCTAGG 
CTCGTTGCATTGCAAGAAGTCGGTGGCGCGCCGGGGAGATTCGGCGTCTCCGCTGCAGAA 
TTCCACTTGCTGCAGGAAGAACGCAGCCTGCTGTGGCCACGCACCATGACCACCTTGTCC 
ACGCATGACACCAAACGTGGCGAAGATACCCGCGCCCGCATCATCTCCCTGTCTGAAGTC 
CCCGATATGTACTCCGAGCTGGTCAATCGTGTTTTCGCGGTGCTCCCCGCGCCAGACGGC 
GCAACGGGCAGTTTCCTCCTACAAAACCTGCTGGGCGTATGGCCCGCCGACGGCGTGATC 
ACCGATGCGCTGCGCGATCGATTCAGGGAATACGCCCTAAAAGCTATCCGCGAAGCATCC 
ACAAAAACCACGTGGGTGGACCCCAACGAGTCCTTCGAGGCTGCGGTCTGCGATTGGGTG 
GAAGCGCTTTTCGACGGACCCTCCACCTCACTAATCACCGAATTTGTCTCCCACATCAAC 
CGTGGCTCTGTGCAAATCTCCTTAGGCAGGAAACTGCTGCAAATGGTGGGCGCTGGAATC 
C C C G AC AC T T AC C AAG G AAC T GAG T T T T T AG AAG AC T C C C T G G TAG AT C C C G A T AAC C G A 
CGCTTTGTTGATTACACCGCCAGAGAACAAGTCCTGGAGCGCCTGCAAACCTGGGCTTGG 
ACGCAGGTTAATTCGGTAGAAGACTTGGTGGATAACGCCGACATCGCCAAAATGGCCGTG 
GTCCATAAATCCCTCGAGTTGCGTGCTGAATTTCGTGCAAGCTTTGTTGGTGGAGATCAT 
CAGGCAGTATTTGGCGAAGGTCGCGCAGAATCCCACATCATGGGCATCGCCCGCGGTACA 
GACCGAAACCACCTCAACATCATTGCTCTTGCTACCCGTCGACCACTGATCTTGGAAGAC 
CGTGGCGGATGGTATGACACCACCGTCACGCTTCCTGGTGGACAATGGGAAGACAGGCTC 
ACCGGGCAACGCTTCAGTGGTGTTGTCCCAGCCACCGATTTGTTCTCACATCTACCCGTA 
TCTTTGTTGGTTTTAGTACCCGATAGTGAGTTT 

>RXN0 123 9-downst ream 
TGATCCCTGCACAGGAAAGTTAG 

>RXN012 4 0-upstream 

TTGTTCTCACATCTACCCGTATCTTTGTTGGTTTTAGTACCCGATAGTGAGTTTTGATCC 
CTGCACAGGAAAGTTAGCGGCGCTACTATGAACGATCGAT 

>RXN01240 

ATGTCTGACAACACTCTCTCCCAATTTGGCAGTTACTACCACGAATTCCGACGTGCCCAT 



Appendix A, page 14 0 



Attorne ket No. : BGI- 1 2 1 CP 



CCCATGGCCGACGTCGAATTCCTCCTAGCAATTGAAGAATTACTTACGGACGGTGGTGTC 
ACCTTCGATCGCGTCACCACACGCATCAAAGAATGGTCAAGCCTGAAAGCCAAGGCTCGC 
AAGCGTCGCAACGATGGCTCGTTGATCTACCCTGATCCGCGCAAAGACATCCACGACATG 
ATCGGTGTTCGGATCACCACGTACCACTCCACGGAAATACCCGTGGCCCTAAAAGTGCTC 
CAAGACTCCTTCATCGTCCACAAATCCGTAGACAAAGCCGCTGAAACTCGCATCTCAGGC 
GGCTTTGGTTACGGCTCCCACCACCTGATTCTGGAAGTCGATGACACCTCCGATGACCTC 
CAGGACTACAAAGGCCTCGTCTTTGAAGTTCAGGTGCGCACCGTGCTGCAACACGCCTGG 
GCAGAGTTCGAACACGATATCCGCTATAAACGCGCCGATGTGTCCAACCCAGAAGACTTC 
AGCGCAGAAGTAGACCGCATGTTCACCCTCGCTGCCGGACTCATCGAATTAGCGGACCAA 
CAATTCGACCAAATCGCCGCACTCAAAGAAACCAGCCGAGTTGCTGATGAATCCGTCGAA 
CTCACCGCAGAGACACTTCCCGGCGTTCTTGCCATGCTCATTGGCAACCGCTTCCCCCGC 
CCACGCTCCACAAACTACCGCTTCCTCGAAGACATCCTGGTGGCCAACTCCATTACCTCT 
GTGGTGCAGCTGCGCGAGCTGCTCAACCCCACCGACATTGAAGTGCTGTTGAAAGTAATG 
AACTACCGCTTCCACCCAGGCCAGATCCGCATCATCGACGATTTACTACTCAAACGATTT 
GGCCAATCACACATCGATGCCACCGTCGCCACCGACTCCCAACCACTCAACGCCAAACGC 
C AC AG G C AG C T AAAAC G C AAG C TAG AG C T C A T G AC C C AAG C T CAT C T T G T G G AAC C AC C A 
AAC 

>RXN012 4 0-downstream 
TAAAGTTCCCCCAAAGTTAGCCC 

>RXN0 130 4 -upstream 

ATGCAGGTAAACGAATTTGTGCTTATATCAACATTCGTGATTCGGCAAAATTAATTAAAC 
T G AAAAAG G G GAT T AAT T AC C C C C AC T T GAG G AG AAAT T G 

>RXN01304 

ATGCCCGCACAGAACAAAAACCTCCCAGGATCCGTCATCGTTGTGTCTGATCGGATTAAA 
TCGGGAGAAAGAATTGATAAAGCAGGACCCGTAGCAGTAGACCTTCTTCAGGAATCAGGC 
GTGGAGATTTCCACATTCACCGTCGTGGAGGAGGGCTTTGAACCTGTCCATCAAGAATTG 
GTTAAGGCGTTGGCGCGCCGGGATCGCGTCATCATCACCATCGGCGGAACGGGCGTGGGG 
CCTAGAAATCGGACGCCGGAGGCCACAGAACCGCACATCGATACGCTACTGCCGGGTCTG 
ATGACGCAGATTTTGTTCTCTGGACTGTCCAATACCGCGCAGGCGGGGTTATCTCGGGGG 
CTGGTGGGCTTGAGTGCTCGCGATTCCACGGCCGCGCTCATCGTCAACGCGCCGAGTTCT 
TCCGGGGGCGTGCGCGACGCGCTCGGGGTGGTCTGCCCGCTTTTCGGTTCCATTTTTGAG 
CGTCTT 

>RXN0 130 4 -downstream 

T AAAAG AT T T T T G C T T AT C G AC G 

>RXN01321-upstream 

GGAGGGTGTAGTCAAGGATTTGGGCCATGGTGGAGCGGGAAATCGTCATATCCATACCCT 
ACTTAGACCTGACTTAGTGTGGGAAAATTTCCAGGGTAGA 

>RXN01321 

ATGCAACGAATGACCCCGAGTTCTCCTGAAGTTCGTAATCGTCCGAGCGCTGCGCCTGAA 
GAGCGTCAGTTTGTGCTCACTTTTGGCTGCCCTGACTCCACTGGAATTGTGGCGAAGTTG 
TCGTCGTTCCTAGCTGAGCGTGGGGGTTGGATTACTGAGGCTGGATATTTCACGGATCCT 
GATTCGAATTGGTTCTTTACTCGTCAGGCGATTCGCGCTGAGTCGATTGATACCACGATT 
GAGCAGTTGCGGGAGGAGTTCGCTCCGCTTGCGGAGGAGTTCGGCCCGAGGGCTAAGTGG 
AGTTTCACTGACACTGCGCAGGTGAAGAAGGCTGTGTTGTTGGTGTCTAAGGAGGGCCAC 
TGCTTGCACGATTTGTTAGGTCGTGTGGCTGAGAATGATTATCCGATGGAAGTTGTTGCG 
GTTGTGGGTAACCATGAGAACTTGCGTTATATTGCGGAGAACCATAATGTTCCGTTTTTC 
CATGTGCCGTTTCCTAAGGATGCGGTTGGTAAGCGGAAGGCGTTTGACCAGGTCGCTGAG 
ATTGTGAATGGTTATGATCCGGATGCGATTGTTTTGGCTCGTTTTATGCAGATTTTGCCG 
CCGGATTTGTGTGAGATGTGGGCTGGTCGTGTGTTGAATATTCATCACAGTTTCTTGCCG 
TCGTTTATGGGTGCGCGCCCGTATCATCAGGCGTATAGCCGTGGTGTGAAGTTGATTGGT 
GCGACCTGCCATTATGCGACTGGGGATCTGGATGATGGTCCGATCATTGAGCAGGATGTT 
ATTCGTGTGACGCATAAGGATACGCCGACTGAGATGCAGCGTTTGGGCCGCGATGCGGAG 
AAGCAGGTGCTGGCTCGCGGTTTGCGTTTCCACTTGGAGGACCGGGTGCTGGTTTACGGT 
AACCGCACGGTTGTCTTTGAT 
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>RXN01321-downstream 
TAAGGCTTTTTGCTTTTCGACGC 

>RXN01413-upstream 

TTTGCCCTATTGGAAGAAGTAAATTCCACACCTTCACTTTCCAATACTTCTTTTGGTGAG 
CGGGTTTCCTCAGCGTTTAACCATCTGAAACCATCTGAGA 

>RXN01413 

TTGACCCATCTGTTCTTAGAACTCGATGAGCGTTTAGTACTGGGTGTTCAGCAAGATGGT 
TACCAATGGACTGAGCATTTGTTCCGGCTGCCACTGCAACATCTCCGTAACTCGCCCAAT 
G AC C T G C AG G GAT T G AAG AT AC GAT G G T G T G AAC T T TAT T C C AC AAC G G G G AAAG AT C AA 
GGGGTAGAACTTCTGCCTCAAGCAACCGTCGTTACCCCAAATAACTTCGAGGCTTCCACC 
CTCTCCGGCCTTGAGAAGCTTGAGACCGTCGAGGACCTCAAGGAGGCTGCCCGCCTCATT 
TATGAGCAAGGCCCCCAGTACGTAGTCGTCAAGGGTGGCATGGACTTCCCCGGCGAGAAC 
GCCGTGGATGTGCTTTTCGACGGATCCTCCTACCACGTCTTCTCTGAGCCAAAGATTGGT 
GAAGAGCGCGTTTCCGGCGCAGTCTGCACCTTCGCAGCTGTTATCACCGCAGAGCTAGCA 
AAGGGTGCTGAGGTTGTAGACCCAGTGGCAACCGCAAAGCGTGTGGTCACCCGTGCGGTT 
CAAGATGCTGTTGCATCCAACGCACCTTTTACCTCCGTATGGCTTGCTGAGGACAACAAG 

>RXN01413-downstream 
TAG AG T T T T AAAAT AC C GAT C AA 

>RXN01420-upstream 

CGAAGTTCACGACTACAGGCATTACCTGGGTGCTGATTTTGCGCGAGTAAAGCTGTGGCT 
GCGGAATGCGCTGCTCATCCACACGTGGAATCCTGATTGG 

>RXN014 20 

GTGACGCTGGGTGGATTGAATGTACCATCGTGGTCGCTGGGCGCGGAAATGCTGTTCTAC 
CTGACGTTCCCGCTGTTTATTCCGTTAGTGCGCAAAGTGAAGGGCGTGGGCAACTGGTGG 
GCATTTGGCATCACCTTTGCCGTGAGCCTGGCGCTGATTACAGTGATTCACTTTTATGCG 
GACGGACCAAAGGGGATTGAGAACTTCTTTGTTCCTCGCCTGTGGGACACCAATGTGTCA 
CCGGTCGCGGAAGTTCACGCCGATCCAGTGTGGTTTATGCAGGAAGAAATTCCCGTGCTG 
GAATCTTACTGGCTGTCTTACTACTTCCCGCTGACCAGACTCATCGAGTTCTACCTCGGT 
GTGTTTGGCGCGAAGCTGGTTGCTGAAGGCATGTTTAAAAACACCAACATCACCATCCCG 
CTGATCGCACTGGCTGTTTCTTTTGTTGCTACTTGGTTTGTGCCACTGGCATTCAAGATG 
TCTGTCATCATGTCCCTGCCAATGGCTTTTGTTGTGGCAACGCTTGCGGTGAGAGACATT 
GAAGGCAAGAGTGGGGAAATCGCCTCGCCTCGCGCAGTTTTGTTGGGTAATATTTCCTTT 
GCCTTCTACATGGTGCAATTCCCCGTCATGGTGTTTGTGCAGCGCTATTTCATTGCTGGC 
AAAGAATACGGCTTCCTTGGCTGGGCATTCTATGCAGTGGTGTGTTTCATCGTGTCGGTC 
ATTCTCGCGTGGGTGCTGTTTACCTTCGTTGATGATCCTTTGATGAAGGCCACGGCGCGC 
AAGAAGGGGAGTAGGCGCTTGAAGCAGTCCAATATTTTGGTCCGTGACCTGAAAGTTCTC 
TTCGGCAAAAGCCCCGAAAAGCCGTTAAAAGTTGAGACTCGCGCTGAGAATCTCACAGAA 
AACTCCGAAGCTCCCGCTAAGGTAGCTACCGGAATCAAATCT 

>RXN014 20-downstream 
TAGGGAAGGAAAACATATGGCTA 

>RXN014 8 8-upstream 

CCAGCGCTTAAGGCCGGTCACCGGCCATCAAGCTTGTCACATCGGGTGCCTTATGATGGT 
GCCCGACCTTAAAAATAAAAACCTGAAAGGTTAAAAACGC 

>RXN014 8 8 

ATGAGCAAAAAAGCCATCCTTGATATCGACACCGGCATCGATGATGCCCTCGCACTTGCC 
TACGCACTGGGCTCACCTGAACTAGAGCTCATTGGTGTCACCACCACCTACGGTAACGTG 
CTACTCGAAACCGGTGCAGTCAATGACCTGGCACTGCTTGATCTGTTCGGTGCACCAGAA 
GTACCTGTGTACTTGGGTGAGCCACACGCACAGACCAAGGATGGCTTTGAAGTTCTTGAG 
ATCTCCGCGTTCATTCACGGACAAAACGGCATCGGCGAAGTCGAGCTGCCAGCAAGCGAG 
TCAAAGGCACTCCCCGGCGCAGTGGATTTCCTCATTGATTCCGTCAACACCCACGGCGAT 
GACCTGGTGATCATCGCAACTGGTCCCATGACCAACCTGTCTGCGGCAATCGCAAAGGAT 
CCAAGCTTTGCTTCCAAGGCTCACGTGGTCATCATGGGTGGCGCCTTGACTGTCCCAGGC 
AACGTCAGCACATGGGCAGAAGCAAACATCAACCAGGACCCAGATGCAGCAAACGATCTG 
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TTCCGTTCCGGTGCAGATGTCACCATGATCGGTCTTGATGTCACCCTGCAGACCCTTCTT 
ACCAAGAAGCACACTGCGCAGTGGCGCGAACTGGGCACTCCAGCTGCTATCGCACTGGCC 
GACATGACTGATTACTACATCAAGGCATATGAGACCACCGCACCACACCTGGGCGGTTGC 
GGCCTGCACGACCCACTGGCAGTAGGCGTTGCAGTGGACCCAAGCCTGGTCACTTTGCTC 
C C CAT C AAC C T C AAGG T AG AC AT T GAG G G C GAG AC C C G T G GAC G CAC CAT T G G C GAT GAA 
GTCCGCCTCAACGATCCAGTGCGCACCTCCCGCGCAGCTGTCGCCGTAGACGTGGATCGT 
TTCCTTTCT G AA T T CAT GAC C C G C AT CG G C C GAG T C G C AG CAC AG C AG 

>RXN014 88-downstream 
TAAAAGCAGCTCTGGTGAAGGTT 

>RXN0 15 60 -upstream 

ATGGGAGCAAGGCTCATTTAGCTACTTCGACGTGGAAGCGCACATCGTTGAGTTGATTCC 
TGCATCAGTAAGCGATGCGTTTTAGGCACATCTGCGATCC 

>RXN01560 

GTGGGCGTGTCCTACATCATCGCCGGCGATGAGCAGCTGGATATGGCAGAAGCCGTTCGC 
AAAATTGGGGAGACCTTTAAAACTGAGGAAATTATCCTTGGTGGCGGAGGAACCCTGAAC 
TGGTCCATGCTCCGCGACGGTTTGTGCGACGAGGTTAGCATCGTGATGATGCCAATCGCC 
GATGGTGAAAAGCACACCCACTCTTTGTTCGAAGCCGATGAAAAATACTCAGCACCGTTG 
CCGATCGGTTTTTCACTCGCCAGCGTTGAACCACTAGAAGATGGAAGCGTTTGGATGCGT 
TACGGGGTCAATGGCCCAGTGGACGCGAAC 

>RXN015 60-downstream 
TAGGTAGCAAATACTCGCTCTTT 

>RXN0 16 17 -upstream 

TCAGAAGCTACCGGCGGCGCCGGCATCCAGGTTGATTTGAAGACCTTCCAGCATTTAAGA 
TGTTTATGGCATTGGGTCCATCACATGCTTGGGTGGCCTT 

>RXN01617 

TTGATCCTAAAGACAACTGGAATCACCGTTTTGTCCCGGTTTGATGCGCAGGTTATCGCT 
AATCAGATTGAGGCCGCCACCGCAGCGCACGATCTTGATGTGGTGAAGATCGGTATGTTG 
GGTACTCCTGCAACGATCGATACTGTGGCAACCGCTTTGGAGGAAAACAGCTTCAAGCAC 
GTTGTCCTAGACCCGGTACTGATCTGCAAGGGCCAGGAGCCCGGCGCGGCACTTGATACT 
GACACTGCCCTTCGCGCGAAGGTGCTGCCACAGGCAACCGTGGTTACTCCAAACAACTTC 
GAGGCCACCACCCTGTCTGGCCTAGACAAGCTGGAGACCATCGACGACCTGAAGGAAGCA 
GCCCGCCTCATTCATGAGCAAGGACCTCAGTACGTCGTTGTTAAGGGTGGCATCGACTTC 
CCAGGCGACAACGCTGTGGACGTACTTTTCGACGGCACCGACTACCACGTGTTCTCTGAA 
CCAAAGATCGGCGACGAGCGCGTCTCCGGCGCTGGCTGTACCTTCGCAGCTGTCATCACC 
GCAGAGCTGGCCAAGGGCAACTCTGCCGTTGATGCAGTGACCACCGCTAAGCGCGTAGTC 
ACCCGCGCAGTGAAGGACGCTGTCGCATCCAACGCACCGTTTACCTCTGTGTGGTTGGCG 
GAAGACAACAAG 

>RXN01617-downstream 
TAG AAA T C T TAAACAAG C T C C C T 

>RXN0 1657 -upstream 

CCTCCGTCATTGCCGACGTATCCCGCGGCCTGGGTGAAGCCATGGTGGGCATCAACGTAT 
CCGACGTTCCAGCACCACACCGACTCGCCGAGCGCGGCTG 

>RXN01657 

GTGATCGTTGGAGTTTTAGCTCTCCAGGGCGGGGTGGAAGAACACCTCACCGCCTTGGAA 
GCTCTCGGAGCGACGACCCGAAAAGTACGTGTGCCAAAGGACCTTGATGGTCTCGAAGGC 
ATCGTCATCCCCGGCGGGGAATCCACCGTGTTGGACAAACTGGCTCGGACATTCGACGTG 
GTAGAACCTCTAGCGAATCTCATTCGCGACGGCCTACCCGTTTTCGCTACCTGCGCTGGC 
CTGATCTATCTGGCGAAACACCTCGACAACCCAGCAAGGGGACAACAAACCTTGGCGGTA 
GTGGACGTGGTGGTGCGTCGAAACGCATTTGGCGCCCAACGCGAATCCTTCGACACCACC 
GTGGATGTTTCCTTCGACGGTGCAACATTCCCCGGAGTGCAGGCCTCGTTTATCCGAGCT 
CCCATCGTCACTGCTTTTGGTCCTACGGTAGAAGCGATCGCTGCTCTCAACGGTGGGGAG 
GTGGTTGGTGTACGCCAAGGCAACATCATCGCGCTGTCTTTCCATCCCGAAGAAACCGGC 
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GATTACCGCATCCACCAAGCCTGGCTGGACCTGGTGAGAAAACACGCTGAACTGGCGATT 

>RXNO 165 7 -downstream 
TGATGTTTTCGGTAGCGCTCTGT 

>RXN01690-upstream 

CCTAGCCATTCCTCAAAACCGTGAGACGAAATTGGCTATTCATCCCATAAAATGGGGCTG 
ACTAGTGTATCTGTCAGGTAGCAGGTGTACCTTAAAATCC 

>RXN01690 

ATGACGTCATTAGAGTTCACAGTAACCCGTACCGAAAATCCGACGTCACCCGATCGTCTG 
AAGGAAATTCTTGCCGCACCGAAGTTCGGTAAGTTCTTCACCGACCACATGGTGACCATT 
GACTGGAACGAGTCGGAAGGCTGGCACAACGCCCAATTAGTGCCATACGCGCCGATTCCT 
ATGGATCCTGCCACCACCGTATTCCACTACGGACAGGCAATTTTTGAGGGAATTAAGGCC 
TACCGCCATTCGGACGAAACCATCAAGACTTTCCGTCCTGATGAAAACGCCGAGCGTATG 
CAGCGTTCAGCAGCTCGAATGGCAATGCCACAGTTGCCAACCGAGGACTTTATTAAAGCA 
CTTGAACTGCTGGTAGACGCGGATCAGGATTGGGTTCCTGAGTACGGCGGAGAAGCTTCC 
CTCTACCTGCGCCCATTCATGATCTCCACCGAAATTGGCTTGGGTGTCAGCCCAGCTGAT 
GCCTACAAGTTCCTGGTCATCGCATCCCCAGTCGGCGCTTACTTCACCGGTGGAATCAAG 
CCTGTTTCCGTCTGGCTGAGCGAAGATTACGTCCGCGCTGCACCCGGCGGAACTGGTGAC 
GCCAAATTTGCTGGCAACTACGCGGCTTCTTTGCTTGCCCAGTCCCAGGCTGCGGAAAAG 
GGCTGTGACCAGGTCGTATGGTTGGATGCCATCGAGCACAAGTACATCGAAGAAATGGGT 
GGCATGAACCTTGGGTTCATCTACCGCAACGGCGACCAAGTCAAGCTAGTCACCCCTGAA 
CTTTCCGGCTCACTACTTCCAGGCATCACCCGCAAGTCACTTCTACAAGTAGCACGCGAC 
TTGGGATACGAAGTAGAAGAGCGAAAGATCACCACCACCGAGTGGGAAGAAGACGCAAAG 
TCTGGCGCCATGACCGAGGCATTTGCTTGCGGTACTGCAGCTGTTATCACCCCTGTTGGC 
AC C G T G AAAT C AG C T C AC G G C AC C T T C G AAG T G AAC AA C AA T G AAG T C G G AG AAAT C AC G 
AT G AAG C T T C G T G AAAC C C T C AC C G G AAT T C AG C AAG G AAAC G T T G AAG AC C AAAAC G G A 
TGGCTTTACCCACTGGTTGGC 

>RXN01690-downstream 
TAAATCAACCGGTTTTAAGACCC 

>RXN016 98-upstream 

CGCTAGTGCCTGCAGTTATGTCGCTTTTTGACGTCGAAAAGCAATTTTAAAAAGCCCTTG 
GGGTGGGCTGGATACGTCTTCTGCGGCCTTTCGTGCGATA 

>RXN01698 

ATGCTAGGCATGCTTCGATGGACTACAGCAGGTGAATCCCACGGCCAGGCGCTTATCGCC 
ACGGTTGAACACATGCCAGCAGGCGTGCCCGTGACTAAAGATGAGGTCTCGTATCAATTG 
GCGCGCCGACGCCTTGGATATGGTCGCGGCGCTCGCATGAAGTTTGAGCAAGACGCGTTG 
ACCTTCCTCACCGGCATCCGCCACGGCCTCACTTTGGGTAGCCCCATCTCAATCATGATC 
GGCAACACTGAGTGGGATAAGTGGACCACCATCATGTCCTCTGACGCTTTGGACATGGAA 
GACCCAGATAACGTTGCGGCGATGTCTTCGGGTCGGGGCGCAAAACTGACTCGTCCGCGT 
CCAGGCCACGCTGATTACGCAGGCATGCTCAAGTACGGATTCGATGATGCCCGCAACGTG 
CTGGAGCGTTCTTCAGCCCGTGAGACGGCAGCACGCGTGGCAGCAGCAACCGTTGCGCGT 
TCCTTCCTGCGTGAAACCTTGGGCGTGGAAGTGCTTTCCCACGTAATTTCCATTGGTGCG 
TCCGAGCCTTACACTGGCGCGGAGCCAACCTTTGCAGATATTCAAGCAATCGATGATTCC 
CCAGTTCGTGCATTCGGTAAAGACGCTGAAGAATCCATGATCGCGGAAATCGAGGCCGCA 
AAGAAAGCCGGCGATACCCTCGGTGGCATCGTGGAAGTGATTGTTGAAGGCCTGCCCATC 
GGTTTGGGCTCACACATTTCTGGCGAAGATCGCCTCGATGCGCAGATCGCAGCTGCACTC 
ATGGGCATTCAGGCCATCAAGGGCGTGGAAATCGGTGACGGTTTCGAAGAAGCTCGTCGA 
CGTGGCTCCGAAGCCCACGATGAAGTGTTCCTGGATGACAACGGCGTATACCGCAACACC 
AACCGTGCAGGTGGCCTCGAAGGCGGCATGACCAACGGTGAAACCCTGCGCGTTCGTGCT 
GGCATGAAGCCAATTTCTACTGTGCCTCGCGCCCTGAAAACCATTGATATGGT^AAACGGC 
AAGGCAGCAACCGGAATCCACCAGCGTTCCGACGTGTGCGCTGTTCCAGCCGCCGGTGTC 
GTTGCAGAAGCAATGGTCACCCTGGTTCTCGCCCGCGCAGTCCTGCAGAAATTCGGCGGT 
GACTCCCTGAGCGAAACCAAGAGCAACATTGACACCTACCTCAAAAACATTGAGGAACGA 
ATGAAATTCGAAGGTTTAGAGGATGGAGCG 

>RXN0 16 98 -downstream 
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TAATGAAGTGAATGATCAAATTC 
>RXN01712-upstream 

GCCGGCTTAGGCTCCTCCGACCAGAACCCCACTGGCACCTTTGGATAACACCATTCCGTG 
TAAACAAGCTGGCCTAGACTTGAAAC 

>RXN01712 

ATGGTCGATATCTTGGAACTCATCGGTCCCCTACCTTTTGTGTCTACGCCAGAGTTAAGG 
GCAATTGTCGTGACTGCCATTAATGGTTCCACCACTATTAATGGCACGTCTGGTCAGCTT 
GGAAATTCCACGGATACGGAACTTCTGTTGGCGCTTCGCAGGTGGTCGGACGTGGTGTTG 
GTTGGGTCGAGCACGGTGAAGGCTGAAAATTATGGTGGCGTGGAGGTTTCGCCTGAAATC 
CAGAAGCAACGCCAGGAGTTGGGTCAGGAAGCGATTCCGCCGATTGCGGTGATGTCAGGG 
TCGTTGAATTTTGATGTGGATACTCGCTTTTTCCTTGAGGCCGAAGTGCCGCCGATCATC 
ATCACGGATAATTCCGATCAAGCAAAGCAGCAGCGGCTTGTGGATGCTGGGGCTCAGGTT 
ATTGAGGTGGAGACGTTGACGGCGGAGGTTGGCGTCGAAAAGCTTAGGTCTTTGGGTTAC 
GCCCGCATTGATTGTGAGGGCGGTGCAACGTTGTATGGGCAGATGTTGGCCGCCGATCTT 
GTTGATGTGTGGCATCACACGATTGATCCGACGTTGTCGGGCAGCGTGGAGCGCCCCACG 
GTGAAGGGCGGCGATGATGCGCCGCGCCGATTCGCGTTGGAGCACGTCTTTGTCGATGAT 
GACAGCACCCTATTCTTGCGGTATAAGCGCGCCAAG 

>RXN01712-downstream 
TGAGTGTTGGACTCTCCGGATCT 



>RXN01810-upstream 

CCACCACCACAATGTTGCTCATCCTCGCGGCGTTCGTTGTCGCAGGTGGCTCCATGACTC 
GCTTCACCGTCGGCAACCCGACTGGAAAATAAGGCTTCAC 

>RXN01810 

ATGAATAACGCTTTTCGACGCACCCTTACATCCGTAGTCCTCGCCGCTAGCTTGGCCTTA 
ACGGCCTGCGCAAGCTGGGATTCACCTACGGCATCTTCCAATGGTGATCTGATTGAGGAG 
ATCCAGGCAAGCTCCACCTCAACAGATCCGCGCACCTTCACAGGCTTGAGCATCGTGGAA 
GATATCGGCGATGTGGTTCCCGTAACCGACAACGCCTCACCAGCTCTGCCAGTTTCTTTG 
ACCGACGCTGATGGCAACGACGTGGTGGTGGAGAACGTGTCCCGCATCCTCCCACTGGAT 
CTCTACGGAACCTATTCCAAAACCATCGCTGGCCTGGGACTCGTGGACAATATTGTGGGT 
CGTACTGTTAGTTCCACCGAGCCTGCATTGGCGGACATTGAGGTGGTCACCACTGGCGGA 
CACACCCTCAATGCTGAAGCGATCCTTAATTTACATCCGACTTTGGTGATCATCGACCAC 
TCGATCGGCCCACGCGAAGTCATCGATCAGATCCGCGCAGCTGGTGTCGCCACGGTGATC 
ATGTCGCCGCAGCGTTCCATTGCCTCAATTGGCGACGACATCCGCGACATCGCCTCCGTC 
GTTGGACTTCCTGAAGAAGGGGAGAAGCTCGCGGAACGTTCCGTTGCTGAAGTCGAAGAG 
GCCAGCACGGTTGTCGATGAACTCACCCCAGAAGATCCCCTCAAAATGGTATTCCTCTAT 
GCCCGCGGAACTGGTGGAGTGTTCTTCATTTTGGGCGATGCCTATGGTGGACGCGATCTC 
ATTGAAGGCCTGGGCGGCGTCGACATGGCTGCTGAAAAGGGCATCATGGATCTGGCACCA 
GCCAACGCGGAAGCACTTGCCGAACTAAATCCAGACGTCTTCGTGATGATGTCGGAAGGA 
CTAGTCTCGACAGGAGGTATCGACGGTCTTATGGAACGCCCCGGCATTGCTCAGACAACC 
GCCGGACAAAACCAACGAGTACTGGCGCTTCCCGATGGTCAATCATTGGCCTTTGGTGCC 
CAAACTGGCGAGTTGTTGCTCCGCGCATCCCGCGAACTGTATGTGCAGGGCGGCGAG 

>RXN01810-downstream 
TAGATGGTTGTGAAGGAGGTTGA 

>RXN0 18 92 -upstream 

GGTCTCAGTGGCTTCTTGGTTGCTGTGATTTTTTCAAGGCGTACCCCGTGGCCGATGTTA 
AAAG C G G T T G G C AC AAC C C C T AC T G AAG G AG AAC AC C AC T 

>RXN01892 

GTGACCACCTCGAGTGAACAACCCCGTACAGGATACAAGCGAGTGATGTT7\AAGCTCGGA 
GGTGAAATGTTTGGTGGTGGCAAAGTCGGCGTCGATCCTGATGTAGTAGACAATGTTGCA 
CGTCAGATCGCTGAAGTTGCTAAAACTGGAGCAGAGATTGCCGTTGTTATCGGTGGCGGA 
AACTTCTTCCGCGGAGCTGAGCTTCAGCAGCGTGGCATGGACCGCGCACGGTCCGATTAC 
ATGGGTATGCTCGGCACAGTCATGAACTGCCTCGCCTTGCAGGACTTCCTCGGTCAGCAT 
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GGCGTTGAATGCCGTGTCCAGACCGCCATCAACATGGCACAGGTCGCAGAACCATATCTG 
CCACTGCGCGCAGAACGCCACCTGGAAAAGGGCCGCGTTGTCATCTTCGGTGCTGGCATG 
GGTATGCCGTACTTTTCCACGGACACCACTGCTGCACAGCGTGCGTTGGAAATCGGCTGT 
GACGTCCTACTGATGGCTAAGGCTGTTGACGGTGTGTACAGCGATGATCCTCGTACCAAC 
C C AG AT G C T GAG C T C T T C AC C G AAA T T AC T C C AAAG G AAG T AAT T G AG AAGG G C C T G AAG 
GTTGCCGATGCAACTGCATTCAGCCTCTGCATGGACAACAAGATGCCTATCTTGGTGTTT 
AACCTGCTTACTGAAGGCAACATTGCTCGCGCCATCAGCGGTGAACGTATCGGTACTCTG 
GTCGAGTCC 

>RXN018 92-downstream 
TGATACATTTAGTCTTATAAACA 

>RXN01920-upstream 

CTTCTGAAGGGCTTCGGTTGGGGTAAGCTGGCGATCTGAAATCGCGCTGCATTGTGGCGT 
CGAAAAGCAAAAAAATTTGTAGAAGGGAAGAGCGCACCTA 

>RXN0192 0 

ATGGCTGCTGATTCTGATCTCAGTGTTCACGATGCTTACTTAAAGGAGCATGTTGCACCT 
GTAAAGGCGATCAACTGGAACTCCATCCCAGATTCCAAAGATCTTGAAGTCTGGGATCGT 
CTGACCGGTAACTTCTGGCTCCCAGAAAAGGTCCCAGTATCCAACGACATCAAGAGCTGG 
GGAACCCTCAACGAGGTTGAAAAAGCCGCAACCATGCGCGTGTTCACCGGACTTACCCTG 
CTGGACACCATTCAGGGCACTGTCGGCGCAATCTCCCTGCTTCCAGACGCAGATTCACTG 
CACGAAGAAGCGGTGCTAACCAACATTGCGTTCATGGAATCCGTGCACGCAAAGAGTTAC 
TCCAACATCTTCATGACTCTGGCCTCCACCGCGGAAATCAACGATGCGTTCCGTTGGTCT 
GAGGAAAATGAAAACCTGCAGCGCAAGGCAAAGATCATCCTGTCTTACTATGAGGGCGAT 
GATCCACTAAAGCGCAAGATCGCCTCCGTGATCCTGGAGTCCTTCCTGTTCTACTCCGGC 
TTCTACCTCCCAATGTATTGGTCCAGCCACTCCAAGCTGGCCAACACCGCCGACGTGATC 
CGCCTGATCATCCGCGATGAGGCAGTGCACGGCTACTACATTGGCTACAAGTATCAAAAG 
GCTGTCGCGAAGGAGACTCCAGAGCGTCAGGAAGAGCTGAAGGAGTACACCTTCGATCTG 
C T C T AC GAT C T T T AC G AT AAC GAAAC TCAGTACTCC G AAG AT CTCTACGACGATCTTGGA 
TGGACCGAGGATGTTAAGCGATTCCTTCGCTACAACGCCAACAAGGCCCTCAACAACCTT 
GGCTACGAAGGACTCTTCCCAGCGGATGAAACCAAGGTGTCCCCAAACATCTTGTCTGCG 
CTGTCACCAAACGCTGATGAGAACCACGACTTCTTCTCCGGCTCCGGTTCCTCTTACGTT 
ATTGGTAAGGCAGAAAACACCGAGGATGATGACTGGGACTTC 

>RXN0192 0-downstream 

T AAC T T T T AAAAAG C T G AAG C G C 

>RXN0192 9-upstream 

AAAATTTGACTCCATAACGAGAACTTAATCGAGCAACACCCCTGAACAGTGAATCAAATC 
GGAATTTATTTATTCTGAGCTGGTCATCACATCTATACTC 

>RXN01929 

ATGCCCATGTCAGGCATTGATGCAAAGAAAATCCGCACCCGTCATTTCCGCGAAGCTAAA 
GTAAACGGCCAGAAAGTTTCGGTTCTCACCAGCTATGATGCGCTTTCGGCGCGCATTTTT 
GATGAGGCTGGCGTCGATATGCTCCTTGTTGGTGATTCCGCTGCCAACGTTGTGCTGGGT 
CGCGATACCACCTTGTCGATCACCTTGGATGAGATGATTGTGCTGGCCAAGGCGGTGACG 
ATCGCTACGAAGCGTGCGCTTGTGGTGGTTGATCTGCCGTTTGGTACCTATGAGGTGAGC 
CCAAATCAGGCGGTGGAGTCCGCGATCCGGGTCATGCGTGAAACGGGTGCGGCTGCGGTG 
AAGATCGAGGGTGGCGTGGAGATCGCGCAGACGATTCGACGCATTGTTGATGCTGGAATT 
CCGGTTGTCGGCCACATCGGGTACACCCCGCAGTCCGAGCATTCCTTGGGCGGCCACGTG 
GTTCAGGGTCGTGGCGCGAGTTCTGGAAAGCTCATCGCCGATGCCCGCGCGTTGGAGCAG 
GCGGGTGCGTTTGCGGTTGTGTTGGAGATGGTTCCAGCAGAGGCAGCGCGCGAGGTTACC 
GAGGATCTTTCCATCACCACTATCGGAATCGGTGCCGGCAATGGCACAGATGGGCAGGTT 
TTGGTGTGGCAGGATGCCTTCGGCCTCAACCGCGGCAAGAAGCCACGCTTCGTCCGCGAG 
TACGCCACCTTGGGCGATTCCTTGCACGACGCCGCGCAGGCCTACATCGCCGATATCCAC 
GCGGGTACCTTCCCAGGCGAAGCGGAGTCCTTT 

>RXN0192 9-downstream 
TAATGCAGGTAGCAACCACAAAG 
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>RXN0194 0-upstream 

CC AG AATCAATCACCG AT AC AG TGGCAGCCAAAGTCCAGGCTGAAGAAGCCGCTCAAGCC 
G C C AG C T AAA T C C AC AAAC T G AAC T AAG GAG T T T T AC C C T 

>RXN01940 

AT G AC C AC C AAG AT CAT C C T C G AC T G C GAT C C AG G AC AC G AC G AC G C T G T AG C CAT G C T G 
CTCGCAGCCGGCAGCCCAGAAATTGAACTGCTTGGAATCACCACGGTCGGCGGCAACCAG 
ACCTTGGACAAGGTCACCCACAATACGCAGGTCGTAGCCACCATCGCTGATATCAATGCG 
CCCATCTACCGCGGTGTCACCCGACCATTGGTGCGCCCCGTTGAGGTAGCCGAAGATATC 
CACGGCGATACCGGCATGGAAATCCACAAGTACGAACTGCCTGAACCAACCAAGCAGGTA 
GAAGACACCCACGCGGTGGATTTCATCATCGATACCATCATGAATAACGAGCCCGGCAGC 
GTAGCGCTGGTTCCCACCGGACCACTGACCAACATCGCGCTGGCAGTCCGGAAAGAACCA 
CGCATCGCCGAGCGAGTCAAGGAAGTTGTCCTCATGGGCGGGGGCTACCACGTAGGAAAC 
TGGACCGCCGTAGCTGAATTCAACATCAAGATCGACCCCGAAGCAGCCCACATCGTATTC 
AACGAAAAGTGGCCACTGACTATGGTCGGCCTCGACCTTACCCACCAGGCGCTCGCAACA 
CCTGAGATCGAAGCCAAGTTCAACGAGCTGGGCACCGACGTCGCCGACTTCGTCGTCGCG 
CTTTTCGACGCTTTCCGCAAGAATTACCAGGACGCACAGGGTTTTGATAACCCACCAGTA 
CACGACCCTTGTGCTGTTGCATACCTTGTTGACCCAACCGTATTCACCACCCGCAAAGCA 
CC ACTCGATGTGGAGCTGTACGGCGCACTCACCACAGGCATGACCGTTGCTGATTTCCGC 
GCACCGGCTCCAGCAGATTGCACCACCCAAGTAGCTGTTGACCTGGACTTTGATAAATTC 
T G G AAC AT G G T GAT C GAT G C A G T AAAG C GC AT C G G A 

>RXN0194 0-downstream 
TAGACCTGTTCACAAGGTTGTTA 

>RXN02 00 8 -upstream 

TACTGGTCTATCTATCAAAAGATGATCGTTCGCGGTCGTGATTTTGACGATATTTTTGAT 
CTTGTTGGCATCCGCATCCTGGTAGACAACGTGAACAACT 

>RXN02008 

GTGTACGCCGCCATCGGTGTCGTGCACTCCCTGTTCAATGCTCTGCCTGGCCGATTCAAA 
GACTATATTTCAGCCCCGCGCTTCGGTGTCTACCAATCCCTGCACACCACCGTGATGGGA 
CCTGGCGGTAAGCCTCTGGAAGTTCAGGCACGTACCCACGACATGCACTACAACGCCGAA 
TTCGGCATTGCAGCGCACTGGCGATACAAAGAAACCAAAGGCAGCCACAGTGGCGAGCAA 
GCCGAAGTGGATCAAATGGCGTGGATGCGCCAACTTCTGGACTGGCAAAAAGAAGCAGCC 
GACCCCAACGAGTTCCTGGACAGCCTGCGCTACGATCTGACTTCCAAGCAGATCTTCGTG 
TTCACACCCAAAGGTGATGTGGTCAACCTGCCGGTGAACTCCACCCCGGTGGACTTCGCC 
TACGCGGTGCACACCGAAGTGGGGCACCGCTGCATCGGCGCCAAAATCAACGGCAAACTG 
GTCGCTTTGGAAACGAAACTCAAATCCGGCGATCGTGTTGAAGTCTTTACCTCCAAGGAC 
CAAAACGCTGGCCCAAGTAGGGGATGGCAAGAATTTGTTGTCTCACCTCGTGCAAAGGCC 
AAG AT T C G C C AG TGGTTTGC C AAG G AAC G AC G C G AAG AAT AC C TAG AAG C C G G AC G C GAT 
GCGCTGGCAGCAGTTATTCAGCGTGGCGGCCTGCCAATGCACCGCTTGTTCACCGCGTCC 
TCCATGAAGACGGTGGCAACAGAGCTGCACTACCCAGATGTAGATGCGCTCTACACAGCC 
ATCGGCTCCGGTTCTGTATCTGCGCAACACGTAGTCAACCGTCTCATGGCTATCTTTGGT 
GACGAAGAAGATGCCGAAGACGCATTGGTTGCACGCACCCCATTCAGCGAGCTGGTCAAC 
TCCCGTGCCACCACGGAAAGCAGCACCGGCATCCTGGTCGAAGGCAGCCCAGATGTCATG 
GCTAAGCTCGCTAAATGCTGTATGCCAGTGCCAGGAGATGAAATCTTTGGATTCGTCACC 
CGTGGTGGCGGTGTCTCCGTACACCGAACAGACTGCACGAATGTGGAAAAGCTCAAAGAA 
GAGCCAGAACGCATTGTCTCCGTCTCCTGGGCTTCGGAAGGTCAAGGTTCAGTA 

>RXN02 02 7 -upstream 

TCACGTGCTCATCGATAGGCA7VACTCATGGAACCAAGAGTACCTGCCCCCGCAACCCCAA 
TCGTCGTACCCCTCCGAAAATAACGGTTATCCTTAGATTT 

>RXN02027 

ATGAGCCAAACTAAGCAGGAACTGCGCACGAAGCTTCGGGAAGCGCGCACCAATATGGAT 
GAGGCTTCTCGCACGCGAGAAAACGCAGCCATCATTGCCAACGTTTCTTATTACATCCGC 
TCAAAGCAGCCAAAAAGGATTGCCGCTTACGTGCCGGTGCGTACCGAACCTGGTGGGCGA 
TTGCTTCTTGACGCCCTCCACGCCGAAACTTCCGCGCTTATTTTGCCAGTCTCCCTCGAG 
GATCGACGCCTCGACTGGGCTCTTTATGAAGGCCCAACCAGCCTTGTTCCTGGCGCATTT 
GGCATCCAGGAACCCGGTGGCACTCGCCTTGGACCTGAAGCTCTCAACTTCTGCGACCTT 
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GTCATCGCCCCCGCACTGGCATGCACCCCCAGTGGAATCAGGCTAGGTAAAGGTGGCGGT 
TTCTACGACCGCGCTCTAGCCACCGGAGTCAAGGCTGACGTGATTACTTTGCTCTTCAAC 
GGAGAAATCCGCGACGATATC 

>RXN02 08 5-upstream 

CACCCGGTGATTTCGCGAACCTTGAAACATCGTCAGAAGATTGCCGTGCGTCCTAGCCGG 
GATCCGCACGTTCGGCTCAAGCAGAAAGTCTTTAACTCAC 

>RXN02085 

ATGACTTCCAACTTTTCTTCCACTGTCGCTGGTCTTCCTCGCATCGGAGCGAAGCGTGAA 
CTGAAGTTCGCGCTCGAAGGCTACTGGAATGGATCAATTGAAGGTCGCGAACTTGCGCAG 
ACCGCCCGCCAATTGGTCAACACTGCATCGGATTCTTTGTCTGGATTGGATTCCGTTCCG 
TTTGCAGGACGTTCCTACTACGACGCAATGCTCGATACCGCCGCTATTTTGGGTGTGCTG 
CCGGAGCGTTTTGATGACATCGCTGATCATGAAAACGATGGTCTCCCACTGTGGATTGAC 
CGCTACTTTGGCGCTGCTCGCGGTACTGAGACCCTGCCTGCACAGGCAATGACCAAGTGG 
TTTGATACCAACTACCACTACCTCGTGCCGGAGTTGTCTGCGGATACACGTTTCGTTTTG 
GATGCGTCCGCGCTGATTGAGGATCTCCGTTGCCAGCAGGTTCGTGGCGTTAATGCCCGC 
CCTGTTCTGGTTGGTCCACTGACTTTCCTTTCCCTTGCTCGCACCACTGATGGTTCCAAT 
CCTTTGGATCACCTGCCTGCACTGTTTGAGGTCTACGAGCGCCTCATCAAGTCTTTCGAT 
ACTGAGTGGGTTCAGATCGATGAGCCTGCGTTGGTCACCGATGTTGCTCCTGAGGTTTTG 
GAGCAGGTCCGCGCTGGTTACACCACTTTGGCTAAGCGCGATGGCGTGTTTGTCAATACT 
TACTTCGGCTCTGGCGATCAGGCGCTGAACACTCTTGCGGGCATCGGCCTTGGCGCGATT 
GGCGTTGACTTGGTCACCCATGGCGTCACTGAGCTTGCTGCGTGGAAGGGTGAGGAGCTG 
CTGGTTGCGGGCATCGTTGATGGTCGTAACATTTGGCGCACCGACCTGTGTGCTGCTCTT 
GCTTCCCTGAAGCGCCTGGCAGCTCGCGGCCCAATCGCAGTGTCTACCTCTTGTTCACTG 
CTGCACGTTCCTTACACCCTCGAGGCTGAGAACATTGAGCCTGAGGTCCGCGACTGGCTT 
GCCTTCGGCTCGGAGAAGATCACCGAGGTCAAGCTGCTTGCCGACGCCCTAGCCGGCAAC 
ATCGACGCGGCTGCGTTCGATGCGGCGTCCGCAGCAATTGCTTCTCGACGCACCTCCCCA 
CGCACCGCACCAATCACGCAGGAACTCCCTGGCCGTAGCCGTGGATCCTTCGACACTCGT 
GTTACGCTGCAGGAGAAGTCACTGGAGCTTCCAGCTCTGCCAACCACCACCATTGGTTCT 
TTCCCACAGACCCCATCCATTCGTTCTGCTCGCGCTCGTCTGCGCAAGGAATCCATCACT 
TTGGAGCAGTACGAAGAGGCAATGCGCGAAGAAATCGATCTGGTCATCGCCAAGCAGGAA 
GAACTTGGTCTTGATGTGTTGGTTCACGGTGAGCCAGAGCGCAACGACATGGTTCAGTAC 
TTCTCTGAACTTCTCGACGGTTTCCTCTCAACCGCCAACGGCTGGGTCCAAAGCTACGGC 
TCCCGCTGTGTTCGTCCTCCAGTGTTGTTCGGAAACGTTTCCCGCCCAGCGCCAATGACT 
GTCAAGTGGTTCCAGTACGCACAGAGCCTGACCCAGAAGCATGTCAAGGGAATGCTCACC 
GGTCCAGTCACCATCCTTGCATGGTCCTTCGTTCGCGATGATCAGCCGCTGGCTACCACT 
GCTGACCAGGTTGCACTGGCACTGCGCGATGAAATTAACGATCTCATCGAGGCTGGCGCG 
AAGATCATCCAGGTGGATGAGCCTGCGATTCGTGAACTGTTGCCGCTACGAGACGTCGAT 
AAGCCTGCCTACCTGCAGTGGTCCGTGGACTCCTTCCGCCTGGCGACTGCCGGCGCACCC 
GACGACGTCCAAATCCACACCCACATGTGCTACTCCGAGTTCAACGAAGTGATCTCCTCG 
GTCATCGCGTTGGATGCCGATGTCACCACCATCGAAGCAGCACGTTCCGACATGCAGGTC 
CTCGCTGCTCTGAAATCTTCCGGCTTCGAGCTCGGCGTCGGACCTGGTGTGTGGGATATC 
CACTCCCCGCGCGTTCCTTCCGCGCAGAAAGTGGACGGTCTCCTCGAGGCTGCACTGCAG 
TCCGTGGATCCTCGCCAGCTGTGGGTCAACCCAGACTGTGGTCTGAAGACCCGTGGATGG 
CCAGAAGTGGAAGCTTCCCTAAAGGTTCTCGTTGAGTCCGCTAAGCAGGCTCGTGAGAAA 
ATCGGAGCAACTATC 

>RXN0208 5-downstream 
TAAATTGGGTTACCGCTAGGAAC 

>RXN02153-upstream 

CCCACTTGCAGTTTTAGCTGTAGGTGGGTTTTTGCATGTCTAACCCGTCTTTTATGCACA 
CCCCCGCAATGAATCAAAAATTTATGCATGAATAATTTGC 

>RXN02153 

ATGATCATGCATAACGTGTATGGTGTAACTATGACAATCAAGGTTGCAATCGCAGGAGCC 
AGTGGATATGCCGGCGGAGAAATCCTTCGTCTCCTTTTAGGCCATCCAGCTTATGCATCT 
GGTGAACTAGAAATCGGAGCACTCACCGCGGCATCAACCGCAGGCAGCACGCTCGGTGAA 
TTGATGCCACACATTCCGCAGTTGGCGGATCGTGTTATTCAAGACACCACAGCTGAAACT 
CTAGCCGGTCATGATGTCGTATTTCTAGGACTTCCACACGGATTCTCTGCAGAAATTGCA 
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CTTCAGCTCGGACCAGATGTCACAGTGATTGACTGTGCAGCTGACTTTCGTCTGCAAAAT 
GCTGCAGATTGGGAGAAGTTCTACGGCTCAGAGCACCAGGGAACATGGCCTTATGGCATT 

CCAGAAATGCCAGGACACCGCGAGGCTCTTCGTGGTGCTAAGCGTGTAGCAGTGCCAGGA = 
TGTTTCCCAACCGGTGCAACCTTGGCTCTTCTTCCTGCGGTTCAAGCGGGACTTATCGAG I 
CCAGATGTTTCCGTAGTGTCCATCACCGGCGTATCAGGTGCAGGTAAGAAAGCATCTGTT \ 
GCACTACTTGGCTCGGAAACCATGGGTTCACTCAAGGCGTACAACACCTCCGGAAAGCAC 

CGCCACACCCCGGAAATTGCCCAGAACCTCGGCGAAGTCAGCGACAAGCCAGTCAAGGTG . 1 

AGCTTCACCCCAGTGCTTGCACCGTTACCTCGCGAATTCTCACCACTGCAACCGCACCTT \ 

>RXN02153-downstream | 
TGAAAGAAGGCGTTACCGCAGAA | 

I 

>RXN02 154 -upstream | 
CCCAGAACCTCGGCGAAGTCAGCGACAAGCCAGTCAAGGTGAGCTTCACCCCAGTGCTTG | 
CACCGTTACCTCGCGAATTCTCACCACTGCAACCGCACCT 4 

>RXN02154 

TTGAAAGAAGGCGTTACCGCAGAACAGGCTCGCGCAGTATATGAAGAGTTCTATGCACAG 
GAAACCTTCGTGCATGTTCTTCCAGAAGGTGCACAGCCACAAACCCAAGCAGT.TCTTGGC 
TCCAACATGTGCCACGTGCAGGTAGAAATTGATGAGGAAGCAGGCAAAGTCCTTGTTACC 
TCCGCAATCGATAACCTCACCAAGGGAACTGCCGGCGCCGCTGTTCAGTGCATGAACTTA 
AGCGTTGGTTTTGATGAGGCAGCAGGCCTGCCACAGGTCGGCGTCGCACCT 

>RXN02 154 -downstream 
TAAAGTAGCGCCTTAAAGCGGCG 



>RXN02162-upstream 

GATCGCTAACAAGCGCGATCGCGAAGCTGGCAACAACTAAGCCACCTTTTCAAGCATCCA 
GAC T AG AAC T TC AAGT AT T T AG AAAG T AG AAGAAC ACC AC 



>RXN02162 

ATGGAACAGCACGGAACCAATGAAGGTGCGCTGTGGGGCGGCCGCTTCTCCGGTGGACCC 
TCCGAGGCCATGTTCGCCTTGAGTGTCTCCACTCATTTCGACTGGGTTTTGGCCCCTTAT 
GATGTGTTGGCCTCCAAGGCACACGCCAAGGTTTTGCACCAAGCAGATCTACTTTCTGAT 
GAAGATCTAGCCACCATGCTGGCTGGGCTTGATCAGCTGGGCAAGGATGTCGCCGACGGA 
ACCTTCGGTCCGCTGCCTTCTGATGAGGATGTGCACGGCGCGATGGAACGCGGTGTGATT 
GACCGCGTTGGTCCTGAGGTGGGCGGCCGTCTGCGCGCTGGTCGTTCCCGCAACGACCAG 
GTGGCAACCCTGTTCCGCATGTGGGTCCGCGACGCAGTGCGCGACATCGCGCTGGGAACA 
ACCGAGCTTGTCGACGCCCTCAGCGCCCAAGCTAAGGCACATGCAGGCGCGATCATGCCA 
GGCAAGACCCACTTCCAGGCAGCTCAGCCGGTCCTTCTGGCACACCAGCTGCTGGCACAC 
GCACAGCCTTTGCTGCGCGATATTGATCGTATCCGTGACCTGGACAAGCGTCTTGCGGTG 
TCTCCTTACGGTTCCGGCGCACTTGCTGGTTCCTCTTTGAAGCTCAACCCTGAAGCAATC 
GCTGAAGAACTCGGCTTTGATTCCGCAGCAGATAACTCCATTGATGCCACCAGCTCCCGC 
GATTTCGCATCTGAAACCGCCTTCGTGCTGGCGCAGCTTGCAGTGGATATGTCCCGCTTG 
GCTGAAGAAATCATCGCATGGTGCACCCCAGAATTTGGTTACATCACCTTGTCTGATTCC 
TGGTCCACAGGCAGCTCAATCATGCCGCAGAAGAAGAACCCTGACGTGGCAGAGCTGACC 
CGTGGCAAGTCTGGTCGCTTGATCGGTAACCTCACCGGTCTGCTGGCTACCCTGAAGGCA 
CAGCCTTTAGCGTACAACCGCGACCTGCAGGAAGATAAGGAACCAATCGTAGATTCCGTG 
GCGCAGCTCAACCTGCTGCTCCCTGCAATGACTGGTTTGGTTTCCACCTTGACCTTCAAC 
ACCGAGCGCATGCGTGAACTTGCACCAGCAGGTTTCACCCTTGCCACCGACTTGGCTGAG 
TGGATGGTGCGCCAGGGCGTTCCATTCCGTGAGGCACACGAAGCATCCGGCGCTTGCGTG 
CGGATCGCGGAGTCCAGGGGAGTGGACCTTATCGATCTCACTGATGAAGAACTCAGTGGC 
GTTGATGCACGTCTGACCCCAGAGGTACGGGAAGTGCTCACCATTGATGGTGCAGTGGCT 
TCCCGTGCAACGCGCGGTGGAACCGCGGGCGTGCGGGTTGCGGAGCAACGCGCACGTGTC 
GATGCCGCAAGTACCGCTCACGCGGAGTGGGCACGTGCGGGGGTACGTCGA 



>RXN02 162 -downstream 
TAAGCATTAGTTTATGGCCTGTG 



>RXN02 198 -upstream 

AGACTAGTGGCGCTTTGCCTGTGTTGCTTAGGCGGCGTTGAAAATGAACTACGAATGAAA 
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AGTTCGGGAATTGTCTAATCCGTACTAAGCTGTCTACACA 
>RXN02198 

ATGTCTACTTCAGTTACTTCACCAGCCCACAACAACGCACATTCCTCCGAATTTTTGGAT 
GCGTTGGCAAACCATGTGTTGATCGGCGACGGCGCCATGGGCACCCAGCTCCAAGGCTTT 
GACCTGGACGTGGAAAAGGATTTCCTTGATCTGGAGGGGTGTAATGAGATTCTCAACGAC 
ACCCGCCCTGATGTGTTGAGGCAGATTCACCGCGCCTACTTTGAGGCGGGAGCTGACTTG 
GTTGAGACCAATACTTTTGGTTGCAACCTGCCGAACTTGGCGGATTATGACATCGCTGAT 
CGTTGCCGTGAGCTTGCCTACAAGGGCACTGCAGTGGCTAGGGAAGTGGCTGATGAGATG 
GGGCCGGGCCGAAACGGCATGCGGCGTTTCGTGGTTGGTTCCCTGGGACCTGGAACGAAG 
CTTCCATCGCTGGGCCATGCACCGTATGCAGATTTGCGTGGGCACTACAAGGAAGCAGCG 
CTTGGCATCATCGACGGTGGTGGCGATGCCTTTTTGATTGAGACTGCTCAGGACTTGCTT 
CAGGTCAAGGCTGCGGTTCACGGCGTTCAAGATGCCATGGCTGAACTTGATACATTCTTG 
CCCATTATTTGCCACGTCACCGTAGAGACCACCGGCACCATGCTCATGGGTTCTGAGATC 
GGTGCCGCGTTGACAGCGCTGCAGCCACTGGGTATCGACATGATTGGTCTGAACTGCGCC 
ACCGGCCCAGATGAGATGAGCGAGCACCTGCGTTACCTGTCCAAGCACGCCGATATTCCT 
GTGTCGGTGATGCCTAACGCAGGTCTTCCTGTCCTGGGTAAAAACGGTGCAGAATACCCA 
CTTGAGGCTGAGGATTTGGCGCAGGCGCTGGCTGGATTCGTCTCCGAATATGGCCTGTCC 
ATGGTGGGTGGTTGTTGTGGCACCACACCTGAGCACATCCGTGCGGTCCGCGATGCGGTG 
GTTGGTGTTCCAGAGCAGGAAACCTCCACACTGACCAAGATCCCTGCAGGCCCTGTTGAG 
CAGGCCTCCCGCGAGGTGGAGAAAGAGGACTCCGTCGCGTCGCTGTACACCTCGGTGCCA 
TTGTCCCAGGAAACCGGCATTTCCATGATCGGTGAGCGCACCAACTCCAACGGTTCCAAG 
GCATTCCGTGAGGCAATGCTGTCTGGCGATTGGGAAAAGTGTGTGGATATTGCCAAGCAG 
CAAACCCGCGATGGTGCACACATGCTGGATCTTTGTGTGGATTACGTGGGACGAGACGGC 
ACCGCCGATATGGCGACCTTGGCAGCACTTCTTGCTACCAGCTCCACTTTGCCAATCATG 
ATTGACTCCACCGAGCCAGAGGTTATTCGCACAGGCCTTGAGCACTTGGGTGGACGAAGC 
ATCGTTAACTCCGTCAACTTTGAAGACGGCGATGGCCCTGAGTCCCGCTACCAGCGCATC 
ATGAAACTGGTAAAGCAGCACGGTGCGGCCGTGGTTGCGCTGACCATTGATGAGGAAGGC 
CAGGCACGTACCGCTGAGCACAAGGTGCGCATTGCTAAACGACTGATTGACGATATCACC 
GGCAGCTACGGCCTGGATATCAAAGACATCGTTGTGGACTGCCTGACCTTCCCGATCTCT 
ACTGGCCAGGAAGAAACCAGGCGAGATGGCATTGAAACCATCGAAGCCATCCGCGAGCTG 
AAGAAGCTCTACCCAGAAATCCACACCACCCTGGGTCTGTCCAATATTTCCTTCGGCCTG 
AACCCTGCTGCACGCCAGGTTCTTAACTCTGTGTTCCTCAATGAGTGCATTGAGGCTGGT 
CTGGACTCTGCGATTGCGCACAGCTCCAAGATTTTGCCGATGAACCGCATTGATGATCGC 
CAGCGCGAAGTGGCGTTGGATATGGTCTATGATCGCCGCACCGAGGATTACGATCCGCTG 
CAGGAATTCATGCAGCTGTTTGAGGGCGTTTCTGCTGCCGATGCCAAGGATGCTCGCGCT 
GAACAGCTGGCCGCTATGCCTTTGTTTGAGCGTTTGGCACAGCGCATCATCGACGGCGAT 
AAGAATGGCCTTGAGGATGATCTGGAAGCAGGCATGAAGGAGAAGTCTCCTATTGCGATC 
ATCAACGAGGACCTTCTCAACGGCATGAAGACCGTGGGTGAGCTGTTTGGTTCCGGACAG 
ATGCAGCTGCCATTCGTGCTGCAATCGGCAGAAACCATGAAAACTGCGGTGGCCTATTTG 
GAACCGTTCATGGAAGAGGAAGCAGAAGCTACCGGATCTGCGCAGGCAGAGGGCAAGGGC 
AAAATCGTCGTGGCCACCGTCAAGGGTGACGTGCACGATATCGGCAAGAACTTGGTGGAC 
ATCATTTTGTCCAACAACGGTTACGACGTGGTGAACTTGGGCATCAAGCAGCCACTGTCC 
GCCATGTTGGAAGCAGCGGAAGAACACAAAGCAGACGTCATCGGCATGTCGGGACTTCTT 
G T G AAG T C C AC C G T G G T GAT G AAGC AAAC CAT C AG C G AC 

>RXN02234 -upstream 

ACCCAGAGGCCGCTGCCGGCCCAAATGATGCAAGCCCCCTGTTTGACCAGTTTGTTGAGC 
T GAT G GAT G C AG AC G C T C AG AAG AAAG GC G C AT AAA T AAC 

>RXN02234 

ATGCCAAAGCGTTCAGATATTAACCACGTCCTCGTCATCGGTTCCGGCCCCATCGTCATT 
GGCCAGGCATGTGAATTCGACTACTCCGGCACCCAGGCTTGCCGCGTGCTGAAGGAAGAG 
GGACTGCGCGTCACCCTCATCAACTCCAACCCAGCAACGATCATGACCGACCCAGAAATG 
GCTGACCACACCTACGTGGAGCCAATCGAGCCGGAATACATCGACAAGATTTTCGCTAAG 
GAAATCGAGCAGGGCCACCCAATCGACGCCGTCCTGGCAACCCTTGGTGGCCAGACTGCA 
CTTAACGCAGCTATCCAGCTGGATCGCCTCGGCATCCTGGAAAAGTACGGCGTTGAACTC 
ATCGGTGCAGACATCGATGCCATTGAGCGCGGCGAAGATCGCCAGAAGTTCAAGGATATT 
GTCACCACCATCGGTGGCGAATCCGCGCGTTCCCGCGTCTGCCACAACATGGAAGAAGTC 
CACGAGACTGTCGCAGAACTCGGCCTTCCAGTAGTCGTGCGTCCATCCTTCACTATGGGT 
GGCCTGGGCTCCGGTCTTGCATACAACACCGAAGACCTTGAGCGCATCGCTGGTGGCGGA 
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CTTGCTGCATCTCCTGAAGCAAACGTCTTGATCGAAGAATCCATCCTTGGTTGGAAGGAA 
TTCGAGCTCGAGCTCATGCGCGATACCGCAGACAACGTTGTGGTTATCTGCTCCATTGAA 
AACGTCGACGCACTGGGCGTGCACACCGGCGACTCTGTCACCGTGGCACCTGCCCTGACC 
CTGACTGACCGTGAATTCCAGAAGATGCGCGATCAGGGTATCGCCATCATCCGCGAGGTC 
GGCGTGGACACCGGTGGATGTAACATCCAGTTCGCCATCAACCCAGTTGATGGCCGCATC 
ATCACCATTGAGATGAACCCACGTGTGTCTCGTTCCTCCGCTCTGGCATCCAAGGCAACG 
GGCTTCCCAATTGCCAAGATGGCTGCCAAGCTGGCTATCGGATACACCCTGGATGAGATC 
ACCAACGACATCACTGGTGAAACCCCAGCTGCGTTTGAGCCCACCATCGACTACGTCGTG 
GTCAAGGCCCCACGCTTTGCTTTCGAGAAGTTTGTCGGCGCTGATGACACTTTGACCACC 
ACCATGAAGTCCGTCGGTGAGGTCATGTCCCTGGGCCGCAACTACATTGCAGCACTGAAC 
AAGGCACTGCGTTCCCTGGAAACCAAGCAGCAGGGTTTCTGGACCAAGCCTGATGAGTTC 
TTCGCAGGGGAGCGCGCTACCGATAAGGCAGCTGTTCTGGAAGATCTCAAGCGCCCAACC 
GAAGGCCGCCTCTACGACGTTGAGCTGGCAATGCGCCTTGGCGCAAGCGTGGAAGAACTC 
TACGAAGCATCTTCTATTGATCCTTGGTTCCTCGCCGAGCTTGAAGCTCTCGTGCAGTTC 
CGCCAGAAGCTCGTTGACGCACCATTCCTAAACGAAGATCTCCTGCGCGAAGCAAAGTTC 
ATGGGTCTGTCCGACCTGCAGATCGCAGCCCTTCGCCCAGAGTTCGCTGGCGAAGACGGC 
GTACGCACCTTGCGTCTGTCCCTAGGCATCCGCCCAGTATTCAAGACTGTGGATACCTGT 
GCAGCAGAGTTTGAAGCTAAGACTCCGTACCACTACTCCGCATACGAGCTGGATCCAGCA 
GCTGAGTCTGAGGTCGCACCACAGACTGAGCGTGAAAAGGTCCTGATCTTGGGCTCCGGT 
CCAAACCGCATCGGCCAGGGCATCGAGTTCGACTACTCCTGTGTTCACGCAGCTCTTGAG 
CTCTCCCGCGTCGGCTACGAAACTGTCATGGTCAACTGCAACCCAGAGACCGTGTCCACC 
GACTACGACACCGCTGACCGCCTGTACTTCGAGCCACTGACCTTCGAAGACGTCATGGAG 
GTCTACCACGCTGAGGCGCAGTCCGGCACCGTCGCAGGTGTTATCGTCCAGCTTGGTGGC 
CAGACTCCTCTGGGCTTGGCAGATCGTTTGAAGAAGGCTGGCGTCCCTGTCATTGGTACC 
TCCCCAGAGGCAATCGACATGGCTGAGGACCGTGGCGAGTTCGGTGCACTGCTGAACCGC 
GAGCAGCTTCCTGCTCCAGCATTCGGCACCGCAACCTCTTTCGAAGAGGCTCGCACAGTA 
GCCGATGAGATCAGCTACCCAGTGCTGGTTCGCCCTTCCTACGTCTTGGGTGGCCGTGGC 
ATGGAGATTGTCTACGATGAGGCTTCCCTCGAGGATTACATCAACCGCGCAACTGAGTTG 
TCTTCTGACCACCCAGTGCTGGTTGACCGCTTCCTAGACAACGCTATTGAGATCGACGTC 
GACGCACTGTGCGACGGCGACGAGGTCTACCTGGCAGGCGTCATGGAGCACATCGAGGAA 
GCCGGCATTCACTCCGGTGACTCCGCATGTGCACTTCCTCCAATGACTTTGGGCGCACAG 
GACATCGAGAAGGTCCGCGAAGCAACCAAGAAGCTGGCTCTGGGCATCGGTGTACAGGGC 
CTGATGAACGTCCAGTACGCACTCAAGGACGACATCCTCTACGTCATCGAGGCAAACCCA 
CGTGCATCCCGCACCGTGCCGTTCGTCTCCAAGGCAACGGGCGTCAACCTGGCCAAGGCA 
GCATCCCGTATCGCAGTGGGCGCCACCATCAAGGATCTCCAAGATGAGGGCATGATTCCT 
ACCGAGTACGACGGCGGCTCCTTGCCACTGGACGCTCCAATCGCTGTGAAGGAAGCAGTG 
TTGCCGTTCAACCGCTTCCGTCGCCCAGATGGAAAGACCCTGGACACCCTGCTTTCCCCA 
GAGATGAAGTCCACTGGCGAGGTCATGGGCTTGGCCAACAACTTCGGCGCTGCATATGCA 
AAGGCTGAAGCTGGCGCGTTTGGTGCATTGCCAACCGAAGGCACCGTCTTCGTGACCGTG 
GCTAACCGCGACAAGCGCACCCTGATCCTGCCAATCCAGCGCCTGGCGTTGATGGGCTAC 
AAGATCCTCGCCACCGAAGGCACCGCAGGCATGCTGCGCCGCAACGGCATTGAGTGTGAA 
GTTGTGCTCAAGGCTTCCGACATCCGCGAAGGTGTAGAGGGCAAGTCCATCGTGGATCGT 
ATCCGCGAAGGCGAAGTTGACCTCATCCTCAACACCCCAGCTGGTTCTGCTGGCGCTCGC 
CACGATGGCTACGATATCCGCGCAGCAGCAGTGACCGTGGGTGTTCCGCTGATCACCACT 
GTTCAGGGTGTCACCGCAGCTGTCCAGGGCATAGAGGCCCTGCGTGAGGGCGTTGTCAGC 
GTCCGCGCGCTGCAGGAACTCGACCACGCAGTCAAGGCT 

>RXN02 2 34 -downstream 
TAAGCCCTATGACATTCGGCGAG 

>RXN0224 6-upstream 

TGCCGACGCTGGCGTGGATGCCTTCGTTGCAGGTTCCGCTGTGTACGGCGCTGAGGATCC 
CAACAAGGCGATCCAGGAGTTGCGAGCACTCGCGCAGTAA 

>RXN02246 

ATGGATGTTGCGCACGCGTTAGATCTGGCCCACCACGTGTCAGATCAAGTCCGAGGCACC 
ACCAGCCCTAATCCGCCAGTCGGCGCTGTCATTTTGGACGCCGACGGCGAGGTCGTTGGC 
GTTGGCGCCACGGCACCTCCTGGTGGCCCGCACGCCGAAGTGGTGGCGCTTGCAGCTGCC 
GGAGTGCGTGCCAACGGGGGCACGGCGGTGGTCACCCTCGAGCCGTGCAACCATTACGGC 
CGCACGGGTCCATGTTCCAAGGCGCTTCTCGACGCCGGGATCGCACACGTGTTTTACGCC 
AATGCGGATCCCTTCCCGTCAGCCGCTGGGGGCGGTGCCTTTTTGGCGGAGGCGGGCGTC 
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GATACGCATTTTTTAGATGAGCGGATCAGGGCACTGGAGCCCTGGCTGGTTGCGACGCGT 
CTGGGCAGGCCCCATGTCACGTTGAAGTTTGCGTCCACCGTGGACGGTTTTGCTGGTGCC 
ACCGATGGCACCAGCCAGTGGATTACCGGGCCGGATGCGCGGGCGTTTGTGCACGAAGAT 
CGAAGTAAAAGAGATGCGATCATCGTGGGTACCGGTACTGCGTTGACTGATAATCCCTCC 
TTGACGGCGCGGACCGATACGGGTCTTTATGAAAATCAACCCAGGCGCGTTGTTATTGGC 
TCCCGCGAGGTTCCAGCAGATTCCAACTTGGCTCGCTTGGGATATGAGCAGTACGCGGGA 
ATACCAGAGGCTTTATCAGCGCTGTGGGATAAAGGGTGCCGAGACATTTTAATCGAAGGT 
GGCCCAACGTTAGCTGGGGCAGCGCTGCGCTTAGGCATTGTTGATCAGGTGCAGGCCTAT 
GTTGCCCCCGCTTTGTTGGGCGCTGGACGATCAGTGATTAACTGGCCACAAGAAACCACG 
ATGGATCAGATTATGCGTTTTGACACCACGTCCGTGAGACAGTTGGGTTCAGATGTATTG 
AT AG AAAT GAT G AG AAAG G AAC AC 

>RXN0224 6-downstream 
TAAATGTTCACAGGTATTGTCGA 

>RXN0224 8-upstream 

GATGTGATCGCTAAGTACGTCGAACGCATGATGACGCGCGGCGTGGCTGGAAACACTCCC 
AAT G AC T AC AC C GAT T T C AC GAG AG AC T AGG T TAG AC AAC 

>RXN02248 

GTGAGTGAACATGAGCAGGCACACAGCCAATTAGATTCTGTTGAAGAGGCCATCGCTGAC 
ATCGCTGCGGGTAAAGCCGTCGTGGTGGTAGATGATGAAGATCGTGAAAATGAAGGCGAC 
ATCATCTTTGCCGCCGAATTAGCCACTCCAGAATTAGTCGCTTTCATGGTGCGTTATTCC 
TCGGGATACATCTGTGCGCCATTAACCGCAAAGGATGCAGATCGTCTTGATCTGCCTCCG 
ATGACCGCGCACAATCAGGATGCCCGCGGCACCGCTTACACCGTGACCGTTGATGCCAAC 
ACCGGCACCACAGGCATTTCTGCAACAGACCGCGCCCACACTTTGCGCTTGCTTGCTGAT 
CCAGAAGCCGACCGCACGGATTTCACCCGTCCCGGACACGTTGTGCCACTGCGTGCTCGT 
GAAGGTGGCGTCTTGGTGCGCGCTGGACACACCGAAGCAGCTGTCGATTTGGCTCGCGCT 
GCAGGCCTGCGCCCAGCAGGTGTTATCTGCGAAGTGGTCAGTGAAGAGGACCCCACCGGC 
ATGGCTCGGGTTCCTGAGCTGCGCCGCTTCTGCGATGAGCACGATCTGAAGCTGATCTCT 
ATTGAGCAGCTCATTGAGTGGCGTCGCAAGAATGAAATTTTGGTGGAGCGCCAGGTGGAA 
ACTGTGCTGCCTACCGATTTCGGCACGTTCAAGGCTGTTGGTTACCGTTCCATCATCGAT 
GGCACCGAGCTTGTTGCCATTGTTGCCGGCGACGTGGCATCCGACGGTGGCGAAAACGTC 
CTGGTTCGAGTCCACTCTGAGTGCTTGACTGGTGATGTTTTTGGATCCCGGCGCTGCGAC 
TGTGGACAGCAGCTGCACGAGTCTTTGCGCCTGATCCAGGAAGCTGGTCGGGGAGTAGTG 
GTGTACATGCGTGGGCATGAGGGACGAGGCATTGGTCTGCTCGCCAAGCTACGCGCCTAC 
CAACTCCAGGATGAAGGTGCCGACACCGTCGATGCCAACCTCGCACTTGGTCTTCCAGCC 
GATGCCCGCGAATTTGGCACCAGCGCCCAGATTCTCTACGACTTGGGTGTGCGCTCGCTC 
AACTTGATCAGCAACAACCCAGCCAAGAAGGTGGGACTTGAAGGCCACGGCATTTCCATT 
GCCAGCCGAACCCCCATCCCTGTTGCTGTTCATGAAGACAATGTTCGATACCTGAAAACC 
AAGCGTGACCGCATGGGACATGACCTCCCAGATGTCGCACTGTGGGAACAAGAGCACCCA 
GAAAAC 

> RXN 0 2 2 4 8 - do wn s t r e am 
TAAGGAGCACAACAATGGCTAAA 

>RXN022 4 9-upstream 

ATGTTCGATACCTGAAAACCAAGCGTGACCGCATGGGACATGACCTCCCAGATGTCGCAC 
T G T G G G AAC AAG AG C AC C C AG AAAAC T AAG G AGC AC AAC A 

>RXN02249 

ATGGCTAAAGAAGGATTGCCGGCAGTCGAACTCCCCGACGCCAGCGGATTAAAAGTCGCC 
GTAGTCACCGCACGGTGGAACGCAGAAATCTGCGACCGCCTGCACAAGCACGCAGTAGAT 
GCGGGACGTGCAGCAGGAGCAACGGTGAGCGAATACCGCGTCATCGGCGCCCTGGAACTT 
CCAGTCGTAGTGCAAGAACTGGCACGCACCCATGACGCAGTAGTTGCCTTGGGCTGTGTC 
GTTCGTGGCGGCACCCCACACTTTGATTACGTGTGCGACTCTGTCACCGAAGGCCTCACC 
CGCATTGCTCTTGATACTTCCACCCCAATCGGCAACGGTGTGTTGACTACCAACACCGAA 
GAGCAAGCCGTGGAACGCTCCGGTGGAGAAGGCTCTGTAGAGGACAAAGGCGCAGAGGCA 
ATGGTCGCTGCACTCGATACTGCCCTCGTGCTTTCTCAAATTCGTGCAACTGAGGGT 

>RXN0224 9-downstream 
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TAGACTGTTCTTTAAAAGGTTTG 
>RXN022 63-upstream 

CCTGGGCAACCCAAGTGTATGAAAACGCCCTGGAAAAAGGCGTCGGCACCACATTGAACC 
T G T G G G AAT C AC C C G C AC T G G C T T G AG AG AAG AAAC AAC A 

>RXN02263 

ATGAAAATTGCGGTAATCGGCCTTGGATCAACCGGCTCCATGGCACTGTGGCACTTAAGT 
AACATCCCAGGTGTAGAGGCCATCGGCTTTGAACAATTCGGCATCTCCCATGGCTACGGC 
GCATTCACAGGGGAGTCCCGACTGTTTCGCATGGCCTACCACGAAGGCAGCACCTACGTT 
CCGTTGCTCAAACGCGCACGAGCACTATGGTCATCACTGAGCGAGATTTCCGGACGCGAA 
CTCTTCCACAACTTCGGTGTCTTAAGCACCGGCAAGGAAGACGAAGCACCCTTCCAACGC 
CTGGTGGAATCAGTGGAACGTTATGAGCTGCCACATGAACGACTTACCGCCGCGCAGATG 
CGCAGCGTTACCCAGGTC 

>RXN022 63-downstream 
TAGACTTCCG 

>RXN022 7 2-upstream 

TATTTAACTCCACACTAATACCTGTCAAGCAATAGAATAGATAGCATCTGGATCCTCCAG 
AGTTTGAAAATATGCCTTGACATGTAGAAATGGAGTTCTT 

>RXN02272 

GTGCGCATTACAAACGCCCAGGTTAAGAACTACGCAGAGTTAGTTGATATCACCATAGAG 
GGTGAAAAAATTTCCTCGATTACCCCCTCTTCAATTCGATCAGAAGAAGATCACCGCGCG 
GACGATTACGATGCCGCAGGAAGACTGGTCGCACCCCAGTTCGCCGAAGCACACATCCAC 
CTTGACTACGCAAACACCGCTGGAATCCCTCGCGAAAACTCTTCCGGCACACTTTTTGAA 
GCCATCGAAATCTGGGCCGACCGCAAGACCCAAGGCTTCCACATCAAAGAAGACATTAAA 
GCGAAGGCCCTCCAGGCAGCCCGTCGGGCAGCAGAACACGGCGTTGGTTTCATCCGCACT 
CACGTAGATGTCACCGATCCCACGTTTGCTGGATTCGAAGCAATTGCGGAGCTGCGCGAT 
GAAGTCCGCGAGTGGTGCGATATCCAGATTGTCGCCTTCCCGCAAAATGGCATTTACGCC 
TACGAAGGTGGCCAGAAGCTAATCTCAGATGCAATGTCTGCAGGTGCAGATGTCGTTGGT 
GGCATCCCACACCTTGAACCCACCCGAGACGATGGCGTCGAGTCGGTGAAATGGCTGTTC 
GACCTTGCAGAGAAGCACTCAGCCCCCATCGATATCCACACTGATGAAATTGACGATCCA 
CATTCCCGATTTGTCGAAGTCCTCGCCGCAGAAGCCGCAAAACGTGACATGGGCGCACAA 
ACCGTGGTGTCTCATTCTGTGGCGATGGCCTATTACTCACCTGGCTACATGGCGCGACTT 
TTACCCAAGCTCGCAGCATCAAAGGTTCGTTTTGCAGTATGCCCCAATGAAAACCTCCAT 
CTGCAAGGACTTGGTTTCCAAGGACCCGTCCCCCGAGGTGTTGCACCGGTAAAGCAACTT 
ACCGAATGGGGAATTCCAGTAAGTTTTTGCCAGGACTCACTCAATGACCCCTTCTACCCC 
ATGGGCGATGGAGATCTACTCCGCATTCTCGATTCTGGATTACACGTGTCCCACATGCTC 
ACAGCCAGCCACTTGAAGAATGCACTATCGTTCATCACCACCAATCCAGCCGGAAACCTA 
GGCCTGGACAAT TACGACATTGCAGAAAACTCCCCGGCGAACCTGCTGGTTCTTGATGCG 
AGCAGCGAGAAGGAAGCTGTACAGAGAAAAGCTTCCGTACTTTTGAGCATCCACCGCGGC 
AAAAAGGTGCTCTCCAGGGAGCCCGAACAGGTGGACTGGAACATC 

>RXN02272-downstream 
TAACAGCCCAGTTGGGCCTCCTT 

>RXN022 81-upstream 

AAGATCAACAACGCCGCCGAGGTCAACTTGGAAATTATCACGTGAGGATTCTTGCATACG 
CCTATAAAAGCACAGTTTTGAATCCACAGGGCATCAGGGC 

>RXN02281 

GTGCAGAAAGATAGTGTGGTGCGCATGGAAGCAACAACGATCGATGACGCAATCGCGAAG 
C T CAT T G AC AT C T AC G AC AC C T C G AC C AAAC T G G C C AAAG AAAC C C T C AAC AAT GAG G AC 
TACGCCGCATACGCCGATGTTGTTTACCCCAAACTCACCGTTGACGTGCTGGAATGGAAA 
CCCATCGACCGCACCGAACCCTTCGGCTATGTGGATCGAGCCGGGCGATACTCCGCCACC 
TTGTCCAAACCACGCGTGATTGAGCGTTACCTCCGCGAACAACTCGAGCGTCTCACCAGT 
AATTATCCCTGCAAGATTTACGTATCTGAGTCAGATATCCGCATCCCACCGGAGTACATT 
CGCGGCGCACCTTCCGCTACCGAAGCTCGCCGTGCTGGTGATGTTGCAGATATCATCCCA 
CGCCCCACCCTGGATGAAGTCCACGACGCAATTATCGACGGCGACTGGCACGCCTTCAAC 
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GGCCCCGAACTCCCGCTTTTCCACTTCGGGCCGCAACGCTTCGACATCGCCTGCGCCCGC 
ATCGAGCACTACACCGGCATCAACGTGGAACACGTGCAGAAGTACATTCTGTTCACCAAC 
TACGCCATGCACACCACCGAGTTCGTGCATTTTGCCATGTCCGAACTCACCTCGGAAGAC 
TCCCGCTACGTGGGTCTATCCTTGCCAAACGGGCAGGTAATTGACCGAGAGACCGCCACC 
AGCCTCGGTACGGAAACCCTTGATCTGACTAGCCGTTTCCAAATGCCTCGTTACGATCTC 
ATCACCGAAGCCGGTGACGGTATTACCATTATCAACATCGGTGTGGGCCCATCCAATGCA 
AAAACTATCACCGACTGCCTTGCTGTGCTCCGCCCAGAAGCCTGGGTGATGATCGGCCAC 
TGTGCTGGCATGGACGCCCGCATGCGCATCGGCGACCTCATCCTTGGCAACGCCTACCAG 
CGCGAAGACCACATTCTGAATACCCGCATCCCACTTGGTAATCCGATCCCGGCAATACCA 
GAAATCCAAAAAGCTCTAGAAGCCAGCGTCGACGAAATCTACGGATCCGACAACAGCCTC 
ATGCGCACCGGTACGGTCTTATCCACCGACGACCGAAACTGGGAATGGCACACCCCAGAA 
AACCTCTGGAACTGGCTCAAAGGATCCACCGCCGCAGCTGTTGACATGGAATCTTCCACC 
TTGGCCACCAACGGATATCGATTCCGCATTCCATACGGCACCCTGCTGAGCGTCTCTGAC 
CTGCCACTACACGCAGTGCCGAAACTTTCCGCGCAAGCGCAGGCGTTTTACTTCAACTCC 
AAGGAAGCCCACGTCATGTGTGCTGTTCGTGCAATGGAATACCTGGCAGTAGATCCTGAA 
CGGTTGCGTACCCGTAAACTGCGCAGGACCTTGGGTGAGGTGCCGTTTCGC 

>RXN022 81 -downstream 
TAAAGTCTCGGAGA 

>RXN02 34 5-upstream 

ACCACCGACCCTATGTAATCAACCAGGTTCCCAAGGCTCGAAAAGTGGAAGCGCTGCTCA 
AAGATCTTACATTTTGGTGAAGGCGTTATAGTTAGGACTT 

>RXN02345 

GTGACTTCTACAGGAAACCAAGCCCACGCTCCAGGAATGCCCATCGTCGCAGTAATTGGT 
GACGGCCAATTAGCCCGCATGATGCAGACCTCCGCCATCGAACTCGGACAATCACTGCGA 
GTTCTAGCTGGAGCGCCGGATTCCTCCGCAGCTCAAGTAGCTGCTGATGTTGTTCTCGGC 
GATTACACCAACATTGATGATCTGCGCGTCGCCATCGAAGGCGCCGATGTGATGACCTTC 
GACCACGAGCACGTCCCCAACGAACACCTGCACCAACTCATCGCAGAAGGCGTCAACGTT 
CAGCCACGCCCAGAAGCGCTGGTCAACGCACAAGACAAACTTGTCATGCGCAAGCGTCTA 
CGTGAACTCGGCGCACCAGTCCCACCATTTGCTGCCATTGAATCAGTCGAAGATGCAGTG 
GGATTCTTCGAAGCAGTTGATGGCCAAGTTTGCCTCAAAGCACGCCGTGGCGGATACGAC 
GGCAAGGGCGTATGGTTCCCAGCCGATGTAGCAGAGCTTCAGTCGCTTGTGGCAGAGCTT 
CTCGACGGCGGCACCCCACTCATGGCAGAAAAGAAAGTTGCCCTCAACAGGGAACTGTCC 
GCCATGGTTGCCCGCACCCCAAGTGGAGAAACCAAAGCGTGGCCAGTCGTAGAATCAGTG 
CAGAAGAACGGTGTGTGTGCAGAAGCAATCGCTCCCGCACCTGAACTATCCGCAGAACTG 
CAGGAATCCACCAGAGGATTGGCCCAGAAGATCGCCACGGAACTCGGCGTCACTGGTGTC 
TTGGCAGTGGAGCTTTTTGAAACCCTCGACCAAAACGGGCAGCCAGAGATCTTTGTCAAC 
GAGCTCGCCATGCGTTCACACAACACCGGCCACTGGACTCAAGATGGCTGCGTGACCAGC 
CAATTCGAGCAGCACCTCCGCGCAGTCCTCGACTACCCACTGGGTGCTACCGACACTTTG 
GCTGATTACACCGTGATGGCCAACGTGCTCGGTGCCGACACCGACCCAGAGATGCCCATG 
GCAACCCGCATGGTGGAAGTGGGGCGCAAGTACCCAGATGCCAAGATTCACCTCTACGGC 
AAGGGACATCGCCCGGGACGAAAGATTGGCCACGTCAACATGGTGGGATCCGACCTTGAA 
AAGACCCGAGCCGAAGCCCTGGCCTGCGCATACTTCCTTGTCAACGCTCGCTGGGAT 

>RXN0234 5-downstream 
TAGGTCTTTTCTGAGCGCTAGCA 

>RXN02 35 0-upstream 

AAGCATTTCTCCAACACTTTTGATGGACAGATTAACGCTTAAAAGGCCTGTTATAGACTG 
ATAAACCGATACGTACTTTTCGCGCTTAAGGAGAATTTCA 

>RXN02350 

GTGGGTCCTCTAGTTGGTTTGATCATGGGTTCGGATTCGGATTGGGACACTGTAGCGCCA 
GCTGCAGAGGTACTCGCTGAGTTTGGCATTCCTTTTGAAGTCGGAGTTGTCTCTGCACAC 
CGCACCCCAGAGAAGATGCTCAACTACGCAAAGACTGCACATGAGCGCGGCATCAAGACG 
ATCATCGCGTGTGCTGGCGGCGCTGCACACCTGCCAGGCATGGTGGCTGCAGCAACTCCA 
CTTCCAGTCATCGGTGTTCCACGCGCATTGAAGGATCTCGACGGTTTGGATTCCTTGCTG 
TCCATCGTCCAGATGCCAGGCGGCGTTCCAGTCGCCACTGTCTCCATCGGTGGCGCGAAG 
AATGCAGGCCTACTTGCCGTTCGTATTCTCGGTGCTGGTGATCCTTCTTTGGTCACGAAG 
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ATGGCCGATTACCAAGAGAATATGGCGAAGGAAGTTGAAGCCAAGGACGAAGCACTGAAG 
AAGCGCTTGCTCGGC 

>RXN02350-downstream 
TAATGAATCCGATCGTGGTGCTG 

>RXN02 355-upstream 

ATTTTTGACCCTCCGGGGGTGATTTAACCTAAAATTCCACACAAACGTGTTCGAGGTCAT 
TAGATTGATAAGCATCTGTTGTTAAGAAAGGTGACTTCCT 

>RXN02355 

ATGTCCTCGATTTCCCGCAAGACCGGCGCGTCACTTGCAGCCACCACACTGTTGGCAGCG 
ATCGCACTGGCCGGTTGTAGTTCAGACTCAAGCTCCGACTCCACAGATTCCACCGCTAGC 
GAAGGCGCAGACAGCCGCGGCCCCATCACCTTTGCGATGGGCAAAAACGACACCGACAAA 
GTCATTCCGATCATCGACCGCTGGAACGAAGCCCACCCCGATGAGCAGGTAACGCTCAAC 
GAACTCGCCGGTGAAGCCGACGCGCAGCGCGAAACCCTCGTGCAATCCCTGCAGGCCGGC 
AACTCTGACTACGACGTCATGGCGCTCGACGTCATCTGGACCGCAGACTTCGCGGCAAAC 
CAATGGCTCGCACCACTTGAAGGCGACCTCGAGGTAGACACCTCCGGACTGCTGCAATCC 
ACCGTGGATTCCGCAACCTACAACGGCACCCTCTACGCACTGCCACAGAACACCAACGGC 
CAGCTACTGTTCCGCAACACCGAAATCATCCCAGAAGCACCAGCAAACTGGGCTGACCTC 
GTGGAATCCTGCACGCTTGCTGAAGAAGCAGGCGTTGATTGCCTGACCACTCAGCTCAAG 
CAGTACGAAGGCCTTTCAGTGAACACCATCGGCTTCATCGAAGGTTGGGGAGGCAGCGTC 
CTAGACGATGACGGCAAACGTCACCGTAGACAGCACGACGGCAAGGCAGGCCTTCAAGCG 
CTTGTCGACGGC 

>RXN02 38 2-upstream 

GAGCAGATGGCCACCGAGGTCGATGTGGTGGCTGGCTACTAGGCCTTTTATGGTGTGATC 
CGACACTGTTGCTTCTTAAGGGTCTGTATAGTGGGCAACC 

>RXN02382 

ATGAGTTCAACGACCCTAACTGATGACCAAATTCGCGACAATGAGCGGACCGAAGTTCTA 
GCTAAAGCAACTGCAGCTAAGAACATCGTCCCGGATATTGCAGTGTTGGGCACCGGACCG 
AAGAACGCAATCCTGCGTGCGGCGGCAGATGAACTCGTTGCACGCAGCGCAGAAATCATC 
GAAGCCAACGCTTCCGATATCGAAGCGGGTCGCGCAAACGGCATGGAAGAATCCATGATT 
GATCGCCTTGCCCTTGATGAATCTCGCATTGAGGGCATCGCTGGCGGTTTGCGCCAGGTT 
GCTGGCCTGACCGACCCAGTGGGTGAAGTACTGCGCGGACATGTCATGGAAAACGGCATT 
CAGATGAAGCAGGTCCGTGTGCCTTTGGGCGTGATGGGCATGGTCTATGAAGCCCGCCCT 
AACGTCACCGTCGACGCCTTCGGCCTGGCACTCAAGTCCGGAAACGTAGCTTTGCTGCGC 
GGTTCCTCCACAGCTGTGCATTCCAACACCAAGCTCGTGGAAATCCTGCAGGACGTCCTC 
GAGCGTTTCGAGCTGCCACGCGAAACCGTGCAGTTGCTGCCTTGCCAAACCCGCGGATCC 
GTCCAAGATTTGATCACCGCACGCGGCCTCGTTGACGTGGTCATCCCACGCGGCGGCGCA 
GGACTAATCAACGCAGTGGTCACCGGTGCGACCGTGCCCACCATTGAAACCGGCACCGGC 
AACTGCCACTTCTACATCGATGCCGAAGCCAAGCTTGATCAGGCAATCGCCATGGTCATC 
AACGGCAAGACCCGCCGCTGCAGCGTGTGCAACGCTACTGAAACCGCGCTTCTCGACGCC 
GCCCTCAGCGACTCAGACAAGCTTGCAGTCGTCCAGGCGCTCCAGGAAGCAGGAGTCACA 
ATTCATGGACGGGTGGCCGAATTGGAAGCATTCGGTGCAACCGACGTGGTGGTVAGCAACT 
GAAACTGACTGGGATTCTGAGTACCTGTCCTTCGATATCGCTGTCGCTGTGGTTGACGGT 
GTGGATGGAGCTCTGGCACACATCGCTAAGTACAGCACCAAGCACACCGAAGCGATCGCC 
ACCCAAAACATTGAAACCGCTCAGCGCTTTGCAGATCGCGTCGATGCAGCAGCGGTGATG 
ATAAACGCATCCACCGCCTACACCGATGGGGAGCAGTACGGCATGGGCGCGGAGATCGGC 
ATTTCCACCCAGAAACTGCATGCACGTGGACCAATGGCCCTGCCAGAGCTGACCTCCACC 
AAGTGGATTCTGCAGGGCACAGGACAAATTAGGCCT 

>RXN02 382 -downstream 
TAAG T T T GAAGAAG TAAT CAAG C 

>RXN0238 4 -upstream 

CTGATGAGGCGGATATCCGCAACATCGACAGCATTGATGAACTCCCACCTTTGCCAGCTG 
AA T AC GAG C C T G G C T AC GAG G AC GAT T AAG AG G T AG T C C T 

>RXN02384 
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GTGACTCGTCGCCTGATTCTGCTCCGACACGGGCAGACTGAATACAACGCCACGTCCCGA 
ATGCAGGGACAATTGGACACAGAGCTGTCTGACCTGGGCTTTCAACAGGCGGCCAGCGCA 
GCCTCAGTGCTGGTTCAAAAAAACATCACCCATGTGTTCAGCTCGGATCTTTCCCGCGCC 
TTCAACACCGCAAGCGCGGTTGCGGCGCTGATTGACGCGGAGGTGCGCGTCGATAAGCGT 
CTTCGGGAAACGCATTTGGGTGAGTGGCAGGCCAAAACCCACACTGAGGTGGATTCCGAA 
TATCCAGGTGCGCGCGCTCAATGGCGCCACGATCCGCAGTGGGCACCACCCGGCGGCGAA 
TCGCGCGTGGATGTTGCGCGCCGGGCACGCCAAGTTGTCGACGAGTTGATGGTGTCGCTT 
GATGATTGGGATGAAGGCACCGTGCTCATCGTGGCTCACGGTGGCACGATTAATGCGCTG 
ACCTCGAATCTTTTGGACCTGGCGTATGATCAGTACCCCATGTTCTCTGGACTTGGAAAT 
ACCTGTTGGGCACAATTGACCGCCCGACCTCGCTATTATGCAGGTAGTGAGAACCCAGAA 
GATGACCTCAAGATTTCTTCGGCGGTTTCCAACAGCCCTCATTTTGAGGGCAACAATGTG 
GAAAACGCCCAGTGGTATCTTGACGGCTGGAACATGGGTGTTACGCAG 

>RXN02 38 4 -downstream 
TAAAGAAGATGGCAATAAAAATG 

>RXN02503-upstream 

GCAGCACCGGCAACCACGTCCGTCAACGCGTCAGAACTGCCGGATGCGGGTATCGTCGCA 
T T C G T G AAC G C AC C T T C T G C C AC AC AAAC G AG GG AG T AAC 

>RXN02503 

ATGACCTTAAAAATTGGTACCCGAGGATCCAAACTTGCCACCACCCAAGCTGGCACCATC 
CGCGACCAGCTGAAACACTACGGACGCGACGCTGAACTGCACATCGTGACCACCCCTGGT 
GATGTCAACATGTCCCCAGTCGAGCGTATCGGCGTCGGCGTGTTCACCCAGGCGCTGCGC 
GATGTGTTGCATTCCGGTGAATGCGATGTGGCTGTGCACTCCATGAAGGATCTGCCGACC 
GCCACCGATCCTCGATTCCACCTGGTCGTGCCAACTCGTGCGGACTCGCGCGAGGCCCTT 
ATCGCCCGCGACGGCCTGACTCTGGCTGAGCTTCCAGAAAGGCGCAAAGGTGGGAACTTC 
CGCTCCTCGACGCATCTCCCAGCTCAAGGCAATCCGCCC 

>RXN02 503-downstream 
TGACCTGGAGATTCTCCCACTGC 

>RXN0250 4 -upstream 

CCTCGATTCCACCTGGTCGTGCCAACTCGTGCGGACTCGCGCGAGGCCCTTATCGCCCGC 
GACGGCCTGACTCTGGCTGAGCTTCCAGAAAGGCGCAAAG 

>RXN02504 

GTGGGAACTTCCGCTCCTCGACGCATCTCCCAGCTCAAGGCAATCCGCCCTGACCTGGAG 
ATTCTCCCACTGCGCGGAAACATTGACACCGGCATGGGCAAGGTCACCTCCGGTGAACTC 
GATGCTGTGATGCTCGCCTACGCAGGCCTCACCCGCGTCGGCATGCAGGACCGCGCAACG 
GAAGTTTTCGACGCCGACATCATCATGCCCGCCCCCGCACAGGGCGCACTTGCGATCGAA 
TGCCGCGCCGACGACACTGAAACCGTCCGCGCGCTCAACATGCTGATGCACGCCGACACG 
TTTGTTTCCGCGGTTGCAGAACGCACCGTGCTCAACCGCCTCGAAGCTGGCTGTACCGCG 
CCTGTCGCAGCGCACGCCACCTTGGACGGCTACTCCGGCGACACCATGACTCTCACCGCC 
GGCGTCTACGCACTTGACGGCTCTGACCAGCTGGTATTCTCCGCCGAAGGTGACGGCGCC 
CGCCCAGAAGAGCTCGGCGAGCTCGTTGCACAACAGCTTATCGACGCCGGAGCCGCCAAT 
TTGCTCGGCGACCGCAGC 

>RXN0250 4 -downstream 
TAATTAGGGCCCGAAATTTCCAT 

>RXN02 64 8-upstream 

ATGAATAAAATTCCGGGTGCAGTGACCGTAGGTGAGGTAAACGCGGTTAGAGTCGAATGA 
GAGTTTGATACTTTCTTTCGACTTTTAGATTGGATTTTCA 

>RXN02648 

ATGAGCCAGAACCGCATCAGGACCACTCACGTTGGTTCCTTGCCCCGTACCCCAGAGCTA 
CTTGATGCAAACATCAAGCGTTCTAACGGTGAGATTGGGGAGGAGGAATTCTTCCAGATT 
CTGCAGTCTTCTGTAGATGACGTGATCAAGCGCCAGGTTGACCTGGGTATCGACATCCTT 
AACGAGGGCGAATACGGCCACGTCACCTCCGGTGCAGTTGACTTCGGTGCATGGTGGAAC 
TACTCCTTCACCCGCCTGGGCGGACTGACCATGACCGATACCGACCGTTGGGCAAGCCAG 
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GAAGCAGTGCGTTCCACCCCTGGCAACATCGAGCTGACCAGCTTCTCTGATCGTCGCGAC 
CGCGCATTGTTCAGCGAAGCATACGAGGATCCAGTATCTGGCATCTTCACCGGTCGCGCT 
TCTGTGGG C AAC C C AG AG T T C AC C G G ACC T AT T AC C T AC AT T GG C C AG G AAG AAAC T C AG 
ACGGATGTTGATCTGCTGAAGAAGGGCATGAACGCAGCGGGAGCTACCGACGGCTTCGTT 
G C AG C AC TAT C C C C AGG AT C T G C AGC T C GAT T G AC C AAC AAG T T C T AC G AC AC T GAT G AA 
GAAGTCGTCGCAGCATGTGCTGATGCGCTTTCCCAGGAATACAAGATCATCACCGATGCA 
GGTCTGACCGTTCAGCTCGACGCACCGGACTTGGCAGAAGCATGGGATCAGATCAACCCA 
GAGCCAAGCGTGAAGGATTACTTGGACTGGATCGGTACACGCATCGATGCCATCAACAGT 
GCAGTGAAGGGCCTTCCAAAGGAACAGACCCGCCTGCACATCTGCTGGGGCTCTTGGCAC 
G G AC C AC AC G T C AC T G A C AT C C CAT T C G G T G AC AT CAT T G G T GAGA TCCTGCGC G C AG AG 
GTCGGTGGCTTCTCCTTCGAAGGCGCATCTCCTCGTCACGCACACGAGTGGCGTGTATGG 
GAAGAAAACAAGCTTCCTGAAGGCTCTGTTATCTACCCTGGTGTTGTGTCTCACTCCATC 
AACGCTGTGGAGCACCCACGCCTGGTTGCTGATCGTATCGTTCAGTTCGCCAAGCTTGTT 
GGCCCTGAGAACGTCATTGCGTCCACTGACTGTGGTCTGGGCGGACGTCTGCATTCCCAG 
ATCGCATGGGCAAAGCTGGAGTCCCTAGTAGAGGGCGCTCGCATTGCATCAAAGGAACTG 
TTC 

>RXN02 64 8-downstream 
TAAGCTAGACAACGAGGGTTGCT 

>RXN02 7 54 -upstream 

ATTATGAAGCCATCGGAGTTGGTGTGGCCTACAAGGGTGATCATGCGTGGATAGTGGTGG 
AGTTCACTGTAGCTCCCGCTGATTCCGTAGAATCAACAGA 

>RXN02754 

GTGAATACCAATCCGTCTGAATTCTCCTCAAACCGTTCAACAGCTCTCCTTACTGATAAA 
TATGAGCTGACCATGCTTCAAGCAGCGCTCGCTGATGGTTCTGCAGAACGCCCCTCAACG 
TTTGAGGTCTTTAGCCGCCGCCTCCCCAACGAGCGCCGATACGGTGTCGTCGCAGGAACA 
GCACGAGTGCTGAAGGCGATTCGTGACTTTGTATTCACAGAGGAACAACTCGCCGATCTT 
GACTTTTTAGACGACCGTACCCTGGAATACCTCCGCAACTACCGATTCACCGGCCAAGTT 
GATGGCTACCGCGAAGGCGAAATCTACTTCCCGCAGTCCCCTCTTCTGACTGTGCGTGGC 
ACGTTTGCAGAATGCGTCATCCTAGAAACTGTCATTTTGTCCATCATGAATGCAGATTCT 
GCCGTCGCTTCCGCCGCTGCGCGCATGGTCACCGCAGCTGATGGTCGCCCCATCATCGAA 
ATGGGATCCAGGCGCACCCACGAATACTCGGCAGTCACCGCATCCCGCGCAGCATACCTC 
GCTGGATTCTCCACCACCTCCAACCTCGAGGCGGCCTACCGCTACGGAATTCCAGCATCC 
GGAACCTCCGCCCACGCATGGACTTTGCTGCACATCAACGATGACGGCACCCCCAACGAA 
GCAGCAGCTTTCAAAGCACAGGTTGAATCCCTCGGCGTGGACACCACCTTGCTGGTAGAT 
ACTTATGACATCACCCAAGGTGTGGCCACCGCCATTGAAGTTGCAGGTCCAGACCTTGGT 
GGCGTACGTATCGACTCCGGCGACCTAGGTGTGCTTGCCCGAAAGGTCCGCAAGCAGCTC 
GACGATCTCAACGCCCACAACACCAAGATTGTGGTCTCCTCCGACCTGGATGAATTCGCC 
ATCGCGGGTCTTCGCGGCGAACCAGTTGACGTCTTTGGCGTTGGCACCTCCGTTGTCACA 
GGTTCTGGCGCACCAACCGCTGGCCTCGTGTACAAGATCGGGGAAGTTGCCGGTCACCCT 
GTGGCCAAGCGTTCCCGAAACAAGGAAAGCTACGGTGGTGGCAAGAAGGCTGTGCGCACC 
CACCGCAAGTCCGGTACCGCAATCGAAGAAATCGTCTACCCATTCAATGCCGAAGCACCA 
GATACTGGAAAGCTCGACACTTTGAGCCTGACCATCCCATTGATGCGCGACGGTGAAATC 
GTTCCAGGTTTGCCTACTTTGGAAGATTCCCGAGCGTATTTGGCCAAGCAATTGGTCTCT 
TTACCATGGGAAGGCCTTGCACTGTCTCGCGATGAGCCTGTTTTGCACACTCGTTTCGTG 
GGTTTCCCGCCGGCCGCT 

>RXN02 7 54 -downstream 
TAGACAATTCGGTCTCACCAAAC 

>RXN027 5 8-upstream 

ATACATCTCACCCAATTCCCCATAACTAGACAATTGCCCAGCAACGACTGATAAGTCTCC 
AATGTCGTGTTCCGCGCTCAGACATGAGACAATTGTTGCC 

>RXN02758 

GTGACTGAACTCATCCAGAATGAATCCCAAGAAATCGCTGAGCTGGAAGCCGGCCAGCAG 
GTTGCATTGCGTGAAGGTTATCTTCCTGCGGTGATCACAGTGAGCGGTAAAGACCGCCCA 
GGTGTGACTGCCGCGTTCTTTAGGGTCTTGTCCGCTAATCAGGTTCAGGTCTTGGACGTT 
GAGCAGTCAATGTTCCGTGGCTTTTTGAACTTGGCGGCGTTTGTGGGTATCGCACCTGAG 
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CGTGTCGAGACCGTCACCACAGGCCTGACTGACACCCTCAAGGTGCATGGACAGTCCGTG 
GTGGTGGAGCTGCAGGAAACTGTGCAGTCGTCCCGTCCTCGTTCTTCCCATGTTGTTGTG 
GTGTTGGGTGATCCGGTTGATGCGTTGGATATTTCCCGCATTGGTCAGACCCTGGCGGAT 
TACGATGCCAACATTGACACCATTCGTGGTATTTCGGATTACCCTGTGACCGGCCTGGAG 
CTGAAGGTGACTGTGCCGGATGTCAGCCCTGGTGGTGGTGAAGCGATGCGTAAGGCGCTT 
GCTGCTCTTACCTCTGAGCTGAATGTGGATATTGCGATTGAGCGTTCTGGTTTGCTGCGT 
CGTTCTAAGCGTCTGGTGTGCTTCGATTGTGATTCCACGTTGATCACTGGTGAGGTCATT 
GAGATGCTGGCGGCTCACGCGGGCAAGGAAGCTGAAGTTGCGGCAGTTACTGAGCGTGCG 
ATGCGCGGTGAGCTCGATTTCGAGGAGTCTCTGCGTGAGCGTGTGAAGGCGTTGGCTGGT 
TTGGATGCGTCGGTGATCGATGAGGTCGCTGCCGCTATTGAGCTGACCCCTGGTGCGCGC 
ACCACGATCCGTACGCTGAACCGCATGGGTTACCAGACCGCTGTTGTTTCCGGTGGTTTC 
ATCCAGGTGTTGGAAGGTTTGGCTGAGGAGTTGGAGTTGGATTATGTCCGCGCCAACACT 
TTGGAAATCGTTGATGGCAAGCTGACCGGCAACGTCACCGGAAAGATCGTTGACCGCGCT 
GCGAAGGCTGAGTTCCTCCGTGAGTTCGCTGCGGATTCTGGCCTGAAGATGTACCAGACT 
GTCGCTGTCGGTGATGGCGCTAATGACATCGATATGCTCTCCGCTGCGGGTCTGGGTGTT 
GCTTTCAACGCGAAGCCTGCGCTGAAGGAGATTGCGGATACTTCCGTGAACCACCCATTC 
CTCGACGAGGTTTTGCACATCATGGGCATTTCCCGCGACGAGATCGATCTGGCGGATCAG 
GAAGACGGCACTTTCCACCGCGTTCCATTGACCAATGCC 

>RXN02 758-downstream 
TAAAGATTCGTTTCTCGACGCCC 

>RXN027 72-upstream 

TGAGGTCCCAGGCCTCGGCGGTAGGGATAATCTTGGTGATAGGCCCGTCATTGTGGTCAG 
AGATCCTCAGTAGAAGGATCGAAAGAAAGGCGGCAGGAAA 

>RXN02772 

ATGAGTCTGGAGCGCAACACACAAAAATCTTCCATGGGTGTGCGAAGCATGTCAGCCAGG 
CTTGCCCGCAGCCTCACAGGAAACCGCGTTCGCACCAACCCTGTGCTGGATCCGCTGCTG 
AGCATCCACCGGCAATTTCACCCACGCGCCGACGTACAAGTGTTGGAACGTGCATATGAC 
ACCGCGGAACGTCTTCATGATGGTGTGATTCGAAAATCGGGCGATCCGTATATTACCCAC 
CCGTTGGCTGTCGCCACCATCGCCGCGGAAATCGGCATGGACACCACCACGCTCGTCGCA 
GCCTTGTTGCATGACACGGTGGAAGACACCGACTACTCTTTGGACGATCTCACCCGAGAT 
TTCGGAGAAGAAGTTGCCAGGCTTGTCGACGGTGTCACCAAGCTCGACAAAGTCGCACTA 
GGTGCTGCCGCGGAGGCCGAAACGATTCGCAAAATGATCGTCGCCATGAGCCAGGACCCC 
CGCGTGCTGGTGATTAAAGTGGCCGACCGTTTGCACAATATGCGCACCATGCGGTTCCTG 
CCGCCGGAAAAGCAAGCTAAAAAAGCACGCCAAACCCTTGAAGTGATTGCTCCTTTGGCA 
CACCGCCTGGGCATGGCCAGCGTGAAATGGGAATTGGAAGATCTATCCTTTGCCATTTTG 
TACCCCAAGAAGTACGAAGAGATCGTGCGTCTTGTTGCCGACCGCGCGCCCTCTAGAGAC 
CGGTACCTCAAAGAAATTATTGATCAAGTCACCGGTGGCTTGCGCGAAAACAACATCGCG 
GCAGAAGTGCTTGGTCGACCAAAGCACTACTGGTCTATCTATCAAAAGATGATCGTTCGC 
GGTCGTGATTTTGACGATATTTTTGATCTTGTTGGCATCCGCATCCTGGTAGACAACGTG 
AACAACTGTGTACGCCGCCATCGGTGTCGTGCACTCCCTGTTCAATGCTCTGCCTGGCCG 
ATTCAAAGACTATATTTCAGCCCCGCGCTTCGGTGTCTACCAATCCCTGCACACCACCGT 
GATGGGACCTGGCGG 

>RXN027 72-downstream 
TAAGCCTCTGGAAGTTCAGGCAC 

>RXN02 8 02 -upstream 

CCTTCGCCGCCTGCTCCGACCTCGCCGACGCCGTCAAAGCCCAGGTCCCGATCTGGAAAG 
AGCAAACGCGCCTCGACGGCTCCACCGATTGGGTCGGCCT 

>RXN02802 

GTG7\7VAAACCTCGACATCGCCCGCTACCGCCGCCAAATTATGCTCGGCGAAATCGGCCAG 
CAAAAACAACAATCGCTTTTCGACGCTAAGGTCTCCGTCATCGGCGCAGGCGGCCTCGGG 
TCACCCGCCCTGCTCTACCTTGCTGGCGCTGGCGTCGGCCACATCCACATCATTGACGAT 
GACCTCGTCGACCTCTCCAACCTCCACCGCCAGGTCATTCACACCACCGCTGGCGTTGGA 
ACACCCAAGGCCGAGTCCGCGCGCGAAGCAATGCTGGCACTGAACCCTTCCGTTAAAGTG 
ACGGTTTCTGTCAGGCGACTGGACTGGTCAAATGCACTTTCTGAGCTGGCAGATTCCGAT 
GTGATTTTGGATGGCTCCGATAACTTCGACACCCGACACCTCGCATCCTGGGCCGCCGCA 
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AAACTTGGCATCCCCCACGTCTGGGCATCCATCCTGGGTTTCGACGCCCAACTCTCCGTC 
TTCCACGCCGGCCACGGCCCCATCTACGAAGACCTCTTCCCCACCCCGCCACCACCCGGA 
TCCGTCCCATCATGTTCCCAAGCAGGCGTTTTGGGTCCAGTTGTCGGCGTAATGGGCTCC 
GCGATGGCCATGGAAGCCCTGAAAATCATCACCGGCGTGGGCACACCCTTGATCGGAAAA 
CTCGGCTACTACTCCTCCCTCGACGGCACCTGGGAATACATCCCCGTCGTCGGTTCGCCG 
GAGGTGCTGGAACGGGTGCTTGGGTCTGCTGGTGTTTCGGGGATTTCTGGCGGTTTTGGT 
GAGGTGCTCGATGTTCCTCGAGTTTCCGCGCTGGTTGACGGCGTTTCGCTCATCGACGTC 
CGCGAACCCTCCGAATTCTCCGCCTACTCCATCCCCGGCGCGCACAACACCCCACTGTCC 
GCCATCCGCGAAGGCGCCATCCCACCCTCCGTTTCCGCAGGTAAAGAGGTTATCGTCTAC 
TGCGCAGCTGGTGTCCGCTCCGCACAAGCCATCGCAATTTTAGAATCCGCAGGCTACACC 
GGAATGAGCAGCCTCGACGGCGGAATCGAAGGCTGGCTAGATTCCCTAGGG 

>RXN028 02-downstream 
TAAAACCAAGGCGTTGTGCCACC 

>RXN02 90 9-upstream 

CAACGCGAATGAAAACGAACAGCGAGCAGGTCTATACCCACGACGTCAACGTGTGGGCTA 
ATAGTTTCCTGGATTGTTTGGCACAGTCGGGAGAAAACTC 

>RXN02909 

ATGAACCGCGCACGAATCGCGACCATAGGCGTTCTTCCGCTTGCTTTACTGCTGGCGTCC 
TGTGGTTCAGACACCGTGGAAATGACAGATTCCACCTGGTTGGTGACCAATATTTACACC 
GATCCAGATGAGTCGAATTCGATCAGTAATCTTGTCATTTCCCAGCCCAGCTTAGATTTT 
GGCAATTCTTCCCTGTCTGGTTTCACTGGCTGTGTGCCTTTTACGGGGCGTGCGGAATTC 
TTCCAAAATGGTGAGCAAAGCTCTGTTCTGGATGCCGATTATGTGACCTTGTCTTCCCTG 
GATTTCGATAAACTTCCCGATGATTGCCAAGGACAAGAACTCAAAGTTCATAACGAGCTG 
GTTGATCTTCTGCCTGGTTCTTTTGAAATCTCCAGGACTTCTGGTTCAGAAATCTTGCTG 
ACTAGCGATGTCGATGAACTCGATCGGCCAGCAATCCGCTTGGTGTCCTGGATCGCGCCG 
ACATCT 

>RXN02 909-downstream 
TAAGGTGCCAGGGCTTTAAAGTG 

>RXN02 912-upstream 

CATCGGTGTCGGTTCACTGATGGTGGCCAAGAAGGTTGGATAACAGGGTTAATCTTGGGT 
GATATTGAAATGACGTATTCCTGATTGGGCTGAAAAATCT 

>RXN02912 

GTGACATCACCTGAATTACAAAACATCCTTAACAATTATTGGAGCGGCAGGGCAGAGGCT 
TACCACCTCAACCAAACCCAAAGCGAGCGTGCACAATTTGAACGCCCCATCTGGGAAAAG 
GTGTGGTCGAAGGCTTTGCCTATCGTGTCGGAAGAAGCGGTAAAGGTTCTCGATCTTGGC 
TGTGGCGCTGGTTATGTCACCCACCTTCTAAGCGATTGCGGATACGAAACAATCGGCGTT 
GATGGTTCTGAGGAAATGATCAATCAAGCTACGCAGGAGAATGGTCTTCGCAGGTCGACG 
GGTCGGGCGACTGCCATTTTTCAGGTCGGGGATGCGCATGATCCCGAGTTCCGGGAAGGC 
TCTTTTGATGCGATAACCAGCCGGTATGTGTTGTGGACTCTGCTGGATCCCCAGGCAGCG 
ATTAATCGTTGGGTGTCTTTGCTAAAACCTGGTGGGGTTATTGCGTGCGTAGATGCGGCT 
TGGTATCCGAAGGGCATTGATGCTGGCACGGAAGTAGATTCAGTGGATGGTCCGAGTGCT 
TTCGTAGAGACCTATACCCCGGAACTTTTGAGGAATCTTCCCATGTCAACGACCTCCACT 
GGCCACAATTTCGCAGAGCTTTTCCACAACGCTGGCCTCAAAGAAGTCACATTGACACCC 
ATTGAGGGGCTGGCTGAACTTGACCAGCGATTTGGCCTCTCACCAGGGCATGAGTCGACT 
CCGCAGTTCCTATTCAGGGGAATTAAATCCAGT 

>RXN02 912-downstream 
TAGTGCTGTTTTAAGCGGTCGAG 

>RXN02 918-upstream 

AGATTGTCGCTTTTCCCATTTCTCCGGGTTTTCTGGAACTTTTTGGGCGTATGCTGGGAA 
TGATTCTATTATTGCCAAATCAGAAAGCAGGAGAGACCCG 

>RXN02918 

ATGAGCGAAATCCTAGAAACCTATTGGGCACCCCACTTTGGAAAAACCGAAGAAGCCACA 



Appendix A, page 159 



Attorne 



GCACTCGTTTCATACCTGGCACAAGCTTCCGGCGATCCCATTGAGGTTCACACCCTGTTC 
GGGGATTTAGGTTTAGACGGACTCTCTGGAAACTACACCGACACTGAGATTGACGGCTAC 
GGCGACGCATTCCTGCTGGTTGCAGCGCTATCCGTGTTGATGGCTGAAAACAAAGCAACA 
GGTGGCGTGAATCTGGGTGAGCTTGGGGGAGCTGATAAATCGATCCGGCTGCATGTTGAA 
TCCAAGGAGAACACCCAAATCAACACCGCATTGAAGTATTTTGCGCTCTCCCCAGAAGAC 
CACGCAGCAGCAGATCGCTTCGATGAGGATGACCTGTCTGAGCTTGCCAACTTGAGTGAA 
GAGCTGCGCGGACAGCTGGAC 

>RXN02 918-downstream 
TAATTGTCTCCCATTTAAGGAGT 

>RXN02 9 65-upstream 

CAGGAGGCCGCACCCACCTGGTATCCCCAGCAGTCGCAGCCGCCACCGAATCCGCGGACC 
CTGTCCTCACCTGCAGATATCTAAGGAAGGCTAGAAAACA 

>RXN02965 

ATGGAAAAATTTACCACCTACACCGGCGTTGGCGTTCCACTGCAGCGATCCAACGTGGAC 
ACCGACCAGATCATCCCAGCCGTCTACCTCAAGCGCGTCACCCGGACCGGCTTCGAAGAC 
GGACTGTTTTCCAACTGGCGCCAAAACGACCCCAACTTTGTCCTCAACACCGAGACCTAC 
AAGAACGGCTCCGTTCTCGTAGCAGGCCCTGACTTTGGCACCGGCTCCTCCCGCGAGCAC 
GCCGTCTGGGCACTCATGGACTACGGCTTCCGCGCTGTCTTCTCCTCACGATTCGCCGAC 
ATCTTCCGCGGCAACTCCGGAAAAGCGGGCATGCTCACCGGCATCATGGAACAGTCCGAC 
ATCGAACTTCTGTGGAAGCTCATGGAACAAACCCCAGGCCTCGAACTGACCGTGAACCTG 
GAAAAGCAGATCGTCACCGCAGGCGACGTAGTGATCAGCTTCGAAGTTGACCCCTACATC 
CGCTGGCGTTTGATGGAAGGCCTCGACGACGCTGGCCTGACCCTGCGCAAGCTCGATGAA 
ATTGAAGACTACGAGGCTAAGCGCCCTGCGTTTAAGCCACGCACTAACGCT 

>RXN02 965-downstream 
TAAGTTTCAGTCTGATAGCGAAA 

>RXN02 97 0-upstream 

AACCGACAAAACAGCCGTTCACGTGCTAAAGCAGCTCGGCTTGATCTAGGGTGAGGTGAG 
TTATTTAAAGACTTCATAATATTTTGGGGAGTGAACTGGT 

>RXN02970 

TTGGCATTGAAGGGTTACACCAACTTTGACGGTGAATTCATCGAATTCGGATCTGTGCAA 
GCAAAAGAAGAGGAAAAACGGGCATTCGACAACGATCGCGCGCACGTTTTCCACTCCTGG 
TCCGCGCAGGACAAAATCAGCCCCAAAGTATGGGCAGCTGCCGAAGGTTCCACGCTGTAC 
GACTTCGACGGCAACGCCTTCATCGACATGGGTTCCCAACTTGTCTCGGCAAACTTAGGC 
CACAACAACCCTCGATTAGTTGAGGCGATCCAGCGCCAAGCAGCCCGGTTGACCAACATC 
AACCCGGCCTTCGGCAATGATGTGCGCTCTGATGTTGCTGCAAAGATCGTGTCGATGGCC 
CGTGGCGAATTCTCCCACGTGTTTTTCACCAACGGCGGCGCCGACGCCATCGAGCACTCC 
ATCCGCATGGCTCGCCTGCACACCGGACGCAACAAAATTCTGTCCGCATACCGCAGCTAC 
CACGGCGCAACCGGATCCGCGATGATGCTCACCGGCGAACACCGCCGCCTGGGCAACCCC 
AC C AC C G AC C C AG AT AT C T AC C AC T T C T G G G C AC CAT T CC T G C AC C AC T C C T CAT T C T T T 
GCCACCACCCAAGAAGAAGAATGCGAACGCGCACTCAAGCACTTGGAAGATGTCATCGCG 
TTTGAAGGTGCTGGCATGATCGCAGCGATCGTCCTGGAGCCAGTGGTGGGATCATCAGGA 
ATCATCCTGCCACCAGCAGGTTACTTAAATGGCGTGCGCGAACTTTGCAACAAGCACGGC 
ATCCTCTTCATCGCCGACGAAGTCATGGTCGGATTCGGACGCACCGGAAAACTGTTTGCT 
TACGAGCATGCTGGCGACGATTTCCAGCCAGACATGATCACCTTCGCCAAGGGTGTTAAC 
GCAGGTTACGCCCCACTCGGTGGCATCGTGATGACCCAATCAATCCGCGATACCTTCGGA 
TCAGAGGCATACTCCGGCGGACTCACCTACTCCGGACACCCACTTGCAGTAGCACCCGCC 
AAGGCAGCGCTGGAGATTTACGCGGAAGGAGAGATCATTCCACGCGTAGCTCGACTTGGC 
GCTGAACTGATCGAACCTCGCCTTCGTGAACTAGCGGAAGAAAACGTAGCGATCGCTGAC 
GTGCGGGGCATCGGATTCTTCTGGGCAGTGGAGTTCAATGCAGACGCCACTGCCATGGCT 
GCCGGTGCTGCAGAATTCAAGGAACGCGGCGTGTGGCCGATGATCTCCGGCAACCGATTC 
CACATCGCGCCGCCGCTGACCACCACTGATGACGAATTGGTAGCACTGCTGGACGCGGTG 
GAAGCTGCAGCCCAAGCTGTCGAGCTGACCTTCGCTGGGGCGTTGTTC 

>RXN02 97 0-downstream 
TAAGTT T T C T AG AT AAC AAG GCC 
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>RXN03003-upstream 

TCGATGATCTGGGCTCCCCAGGTGGTGCGGCTAAGCTTGGACCACAAGATTTTGATCACC 
CAATGATCGCTGCGCTGCCGCCTCAGGCATAATCTAACGC 

>RXN03003 

ATGACCTCTCGCACCCCGCTTGTTTCTGTTCTTCCTGATTTTCCGTGGGATTCGCTCGCT 
TCCGCAAAAGCCAAAGCTGCGTCTCACCCGGATGGGATCGTGAATCTTTCTGTTGGCACT 
CCGGTTGATCCGGTCGCGCCCAGCATTCAGATCGCGTTGGCAGAAGCAGCGGGGTTTTCG 
GGTTACCCTCAAACCATCGGCACCCCGGAACTCCGCGCAGCCATCAGGGGCGCGCTTGAG 
CGGCGCTACAACATGACAAAGCTTGTCGACGCCTCCCTCCTCCCCGTCGTGGGTACCAAG 
GAGGCAATTGCCCTTCTTCCATTCGCGTTGGGTATTTCCGGCACCGTTGTCATCCCAGAG 
ATTGCGTACCCAACCTACGAAGTCGCTGTCGTGGCCGCAGGATGCACCGTGTTGCGTTCT 
GATTCGCTGTTTAAGCTCGGCCCGCAGATCCCGTCGATGATGTTTATCAACTCACCATCC 
AACCCCACAGGCAAGGTTCTGGGCATCCCACACTTGCGCAAGGTTGTGAAGTGGGCGCAG 
GAAAACAACGTGATCCTCGCAGCTGATGAATGCTACTTGGGTCTTGGCTGGGACGATGAA 
AACCCACCGATCTCAATTTTGGATCCACGTGTCTGCGATGGCGACCACACCAACTTGATC 
GCCATTCACTCGCTG 

>RXN030 0 4 -upstream 

GCTAGCACGATAAAAATCAGCGCCAGCACCACGCGCCCCAGGAACCTCATCGCAGCAACC 
CGTGGCCCAACCCTGAACGCTGAACGCTACACTGGTTGAC 

>RXN03004 

GTGCTTCTTTCAGATCGTGACATTCGTAAATCAATTGACGCAGGCGACTTGGGAATTGAA 
CCTTTCGACGCTGAGCTGATTCAGCCGTCGAGTGTCGATGTCCGCATGGACCGCTACTTC 
CGGGTTTTCAATAACTCTAAGTACACCCACATTGACCCTAAGTTGAATCAGGATGAGCTG 
ACCAGCCTTGTTGAGGTTGAGGACGGCGAGGGCTTTGTGCTGCATCCGGGTGAGTTTGTG 
CTGGCGTCCACGCTGGAAAAGTTCACTTTGCCTGCGCATCTGGCTGGTCGTTTGGAGGGT 
AAGTCGTCTCTTGGTCGTCTTGGCTTGTTGACGCACTCTACTGCTGGTTTCATTGATCCT 
GGTTTTAGTGGTTACATCACGTTGGAGTTGTCCAATGTGGCTAATCTGCCGATCACGTTG 
TGGCCGGGTATGAAGGTGGGGCAGCTGGCTTTGTTCCAGATGAGTTCCCCTGCGGAGACT 

>RXN03007-upstream 

CAGTTTCACCCTGAGTCAGTGCTAAGCCCAACGGGTCCTGTCATTTTGTCCCGCTGTGTC 
GAACAGCTTCTCGCGAACTAATAAAAAAAGGATTTGATTC 

>RXN03007 

ATGACTTCTCCAGCAACACTGAAAGTTCTCAACGCCTACTTGGATAACCCCACTCCAACC 
CTGGAGGAGGCAATTGAGGTGTTCACCCCGCTGACCGTGGGTGAATACGATGACGTGCAC 
ATCGCAGCGCTGCTTGCCACCATCCGTACTCGCGGTGAGCAGTTCGCTGATATTGCCGGC 
GCTGCCAAGGCGTTCCTCGCGGCGGCTCGTCCGTTCCCGATTACTGGCGCAGGTTTGCTA 
GATTCCGCTGGTACTGGTGGCGACGGTGCCAACACCATCAACATCACCACCGGCGCATCC 
CTGATCGCAGCATCCGGTGGAGTGAAGCTGGTTAAGCACGGCAACCGTTCGGTGAGCTCC 
AAGTCCGGC 

>RXN0 3058-upstream 

ACGAGCTTCCGCTCTGCACAAGCCGCTAGAAGCCCCGCATAGCCCTAATGTAGAGCTCAT 
GCCCATTTGGAATCACAACACCGCATATCGGCCATGGCTG 

>RXN03058 

GTGTCAAAGCTCAAAGGCTCAAGATCGCTTCTCGACGTCGGCTCCGGCGATCACTCCTTC 
GCCGACCTGGCCGGCCGCCAGGTCGCGCATGTCGATGTCGTGGATCCTCTTATTAATACA 
ACCTTTGAAGAATTCCAGCCGACCCAAAGCTACGATGCCATCACGTTCATCGCGTCCCTC 
CATCACATGAACGCGGAAGAAGGACTTAACAAAGCAGTCCGAATCCTCAATCCTGGCGGC 
AAGCTCCTCATCGTAGGCCTCGCCAAAAACAAAACCGCCTCCGACTGGATCATCTCCGGA 
CTACAAGCTTTTCTCTCCCGACCAATCAGCCTCATCAATAGGGAACAACAAATCTACCCC 
TTCCCTACCAAAGAACCCTCAGAGAGTCTCCACGAAATACGACAACTCACCAAGCAGCTC 
CTCCCTCACCGCCGTATTCGCCGTGGAATCCACTTCCGATACCTCCTCGAGTGGACAAAG 
CCT 
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>RXN0 3 05 8 -downstream 
TAAACAGCCCTATAAACCAAAAA 

>RXN030 63-upstream 

TGTCTACAACTTCGCCCTCATGGACATATTAACTTCGTTGCCTCGGAGAGAATACTCATC 
AC C T AG AC AAC AG TTTGTATCT C AC C T C AC AG G AGG AAC C 

>RXN03063 

GTGGAAGATCTCTCATACCGCATCCCGCAGTCGCGCACCGTGGCCGAGCAGGTGCCAGGG 
CCGAAGTCGAAAGCGCTGGATGAGCGTCGACAAGCAGCAGTAGCACGAGCACTTGCACCG 
GGTCTGCCTGGATACGTGGTGGACGCAGACGGTGGCATCTTGGCTGACGCGGACGGCAAC 
CGTTTCATCGACCTGGCCTCCGGCATCGCCGTGACCACGGTCGGCGGATCCAACGCGGCC 
GTCGCGAAAGCCGTCGGCGCCGCAGCTGCCCGCTTCACCCACACCTGCTTCATGGTCTCA 
CCTTATGAAACTTACGTGGCCATGGCGGAGAGACTCAACGCCTTGACTCCAGGCGATCAC 
GACAAGAAGAGCGCGCTGTTTAACTCTGGCGCCGAAGCCGTGGAAAACGCCGTCAAGGTG 
GCACGCGCCTACACCGGCAAGGGCGCGGTCGTGGTGTTCGACAACGCGTACCACGGACGG 
ACCAACCTCACCATGGCGATGACCGCGAAGAACCGCCCATACAAGTCCGGATTCGGACCA 
CTAGCCGCAGACGTCTACCGTGCACCAATGTCTTACCCACTGCGCGACGGACTGTCCGGC 
CCGGAAGCCGCAGAGCGCGCGATCTCCGTGATCGAATCCCAGGTCGGAGCCGAAAACCTC 
GCCTGCGTGGTCATTGAACCGATCCAGGGCGAAGGCGGATTCATCGTCCCCGCACCAGGA 
TTCCTCGCAGCCATTTCCACCTGGTGCCGCGAGAACGACGTGGTGTTCATCGCCGATGAA 
ATCCAATCTGGCTTCCTGCGCACCGGCGACTGGTTCGCCAGCGACGCAGAAGGTGTGATC 
CCCGACGTCATCACCACCGCAAAAGGCATCGCCGGCGGCATGCCACTATCCGCAGTGACC 
GGCCGCGCAGAAATCATGGACGCACCCGGCCCCGGCGCGCTCGGCGGAACCTACGGCGGA 
AACCCCGTTGCTTGCGCCGCGGCACTTGCAGCCATTGAAGTGATGGAACAAGCCGACCTT 
AAGACCCGCGCG 

>RXN0307 4 -upstream 

TTTGTGGGCAATCTGGTTTTTTCGTAATTGTGTGGGATGAATCTCTTAAAAATTCACATT 
TAGCAGGACAAGCATACTGTTTTAGTTCTATGCTGTGGGC 

>RXN03074 

ATGACTCAAAGTGCTCCAGAATTCATTGCCACCGCAGACCTCGTAGACATCATCGGCGAC 
AACGCGCAATCATGCGACACTCAGTTTCAAAACCTTGGAGGTGCCACAGAATTCCACGGA 
ATAATAACCACCGTGAAATGCTTCCAAGACAACGCCCTCCTGAAATCCATCCTGAGCGAG 
GATAATCCTGGGGGAGTGCTGGTTATCGATGGCGACGCATCCGTGCACACCGCGCTAGTT 
GGCGACATCATTGCAGGACTTGGAAAAGATCATGGTTGGTCCGGAGTAATTGTCAACGGA 
GCAATTCGAGACTCCGCAGTCATCGGCACCATGACCTTTGGTTGTAAAGCCCTTGGAACC 
AACCCGCGGAAATCCACTAAAACTGGTTCCGGCGAACGAGACGTAGTGGTATCGATTGGT 
GGCATTGACTTCATTCCTGGTCATTACGTCTACGCGGACTCTGACGGAATTATCGTCACC 
GAGGCGCCAATTAAGCAG 

>RXN0307 4 -downstream 
TAATTTGTTTTGACGACGCAGTA 

>RXN03105-upstream 

GGTTGGGGTCATCAAAGGATGCGGACATCGCTGTGGGGTTGTGTAATAATTGCACCTGTG 
AGGTGCCTTTCTGGCAGGTGAATCAGGACTCTAAGCAAGC 

>RXN03105 

TTGATTCTTCCAGTTCAGGAGGGCATTTCCTATTTTCCCACGCCGTTACACCTGAATCAC 
ATCGGTGGATCCAGGTTAAGCGCACATGTAGAAGATGAAGATCTCCGCCTCGACCGGGAC 
GCAGTCTCTGAATTTGGTCGGAAAACCCACGAACTCTTCCCCGGGGTCAACCCAGAGCCC 
AACCGTTTCAGCGTCCACTATGACACCTACACTGCAGACAAATCTCCAATTATCGACGCG 
GTTGACT^ATGTCATTGTGCTCACCGGAGGATCCGGACACGCCTTCAAGCTCTCTCCAGCT 
TATGGCGAACTCGCAGCACAACGAGCGGTCGGAAACACCTCGCCGCTGTACAGCGAAGAC 
TTTCGGATCGCCTCGCATGAACCAATCAAAGAGCGGTGCACGTATAGAAAGCTAACCTTT 
TTAAGTGCGCGGTTT 

>RXN03105-downstream 
TAGGGTGAGAATCTAACGCTGAG 
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>RXN03114 

ACTCCGGGGCATTTTGTTGCGCTCGCGCGGGAGATTGCGGGCGCGGTGCGCCGCGAGTTG 
ACGGTGGGGTTGGATGCTGGTGACGGTCCGATTTTAAGGCAGAGCTTTGATGTTGGTTTT 
TTGCTTGTCGACGCCTCCTTCCACATTCATATCAATGGCGTGTCTACTGGGCAGTCGGTT 
GCGCCGGATGATGTAGTTGAGGTGGTGCGTGGTTTGGCTGATGCTTCGGAGTTGTCCGTG 
GAAAGTGTTGCTGAGTTGTGTACTCCCGTGGCACCGGTTTCATTATCTGAGGCACAGGGG 
AATCCTGCGCCTATTGGGTGGTTGGAGCATGATGGCGTGGTGTCGTTGGGTGCGGGTATT 
CCAGGGGGGCGGGTGGAGGCTCGTTTAGCGCGTTTTATTGCGGTGATTGAGGCGGAGACC 
ACTATTACCCCATGGAATTCGTTGATCATTCATGATTTGTATGAGGGTGTTGCAGAACAG 
GTGGTGAAGGTTCTGGCTCCCATGGGGTTGGTTTTTGATGCTAATTCACCGCTTCTGGAG 
TCACCGGCTTTG 

>RXN031 14 -downstream 
TAACTCGCCATTGGTGCACGTCT 

>RXN03 137 -upstream 

CGGCGAGTTCATTTGGACTGGCGGCGACTGCCACATTTATGACAACCACAAGGAACAGGT 
CGCGGAGCAGCTGAGCCGATAAGCTCGCCCCTACCCCACC 

>RXN03137 

TTGGAGCTCAACAAGGCAGCGTACATGTTTGAGTACAGCTTCGATGACATCACCGTGTCC 
GGCTACGATCCACACCCATTGATCCGCGGCAAGGTCGCCGTA 

>RXN0 3 137 -downstream 
TGATCGGTGCGATTTGGGCACAA 

>RXN03171-upstream 

ATACTTTGTTGGACTGGAAAAGTGGCCGTTTGGTTCCCTCCAAGCCCAAATTCGCCCGCG 
CGGTCTTCTTCTGGGCGGCAATGATTTAACATGTGAAGCT 

>RXN03171 

ATGGACATCACCATCGTCAACCACCCACTCGTTGCTAGCCGCCTAACCCTGTTGCGCGAC 
GAGCGCAGCGACAACGCAGCTTTCCGTGCAGCAGCCAACGACCTCGGCGCCATGCTGATC 
TACGAAGCATCCCGAGATCTGGAAGTCGAACACTTCGACACCAAAACCCCCGTTGCCATG 
GCTGAAGGTACTCGCCTGAAGCAGCCACCCATCATCGTTCCCATCATCCGTGCAGGTCTC 
GGCATGATCGACCCAGCGCTGTCGATGATTCCGGATGCACAGGTCGGCTTCATTGGCCTT 
GCCCGCGATGAGGAAACCCATGAGCCAGTCCCATACCTTGAGGCGCTGCCACAGGATCTA 
AGCAACCAGCCTGTATTCCTTGTCGATCCCATGCTGGCCACCGGCGGTTCCCTCCTGCAC 
GCGATCCGCCTTCTTGCTGATCGTGGCGCCACCGACATCACCGCCATCTGCATGGTTTCT 
GCGCAGCCAGGTGTGGACGCATTGGCGGAATCT 

>RXN0317 6 

GAGTTGGCCGATTACATCCCGGAACTAAAATCTGCGGACCCAAACCCGCTGGCAGTAGCC 
CTGTGCACCGTTAACGGACACATCTACAGCGCAGGCGATGACGACATCGAATTCACCATG 
CAAAGTATTTCCAAGCCATTTGCCTACGCACTCGCACTCCAAGAATGCGGCTTTGATGAG 
GTCTCTGCATCCGTGGCCTTGGAGCCCTCCGGTGAGGCCTTCAACGAACTTTCCCTCGAC 
GGCGAAAACCGCCCCATGAACCCCATGATCAACGCCGGCGCGATCGCCATCAACCAGCTG 
ATCAACGGCTCCGATTCCACCGTGGAAGACCGCGTGGAAAAAATCCGACACTACTTCTCT 
GAACTTGCTGGACGCGAACTCACCATCGACCGCGTGCTTGCCGAATCCGAACTCGCCGGC 
GCCGACCGCAACCTCTCCATCGCCCACATGCTGCGCAATTACGGCGTCATCGAAGACGAA 
GCCCACGACGCCGTCCTCAGCTACACGCTGCAATGCGCCATCAAAGTAACCACGCGCGAC 
CTCGCAGTCATGACCGCCACGCTCGCCGCCGGCGGCACACACCCAATTACCGGCAAGAAG 
CTTCTCGACGCCCGCGTCTGCCGCCTCACCCTCTCCGTCATGGCTTCAGCAGGCATGTAC 
GACGAGGCAGGGCAGTGGCTCTCCACCGTAGGCATCCCCGCGAAATCAGGAGTCGCCGGC 
GGACTCATCGGCATTCTGCCAGGTCAGCTGGGCATCGCCACATTTTCCCCACGCCTGAAC 
CCCAAAGGCAACAGCGTGCGCGGCGTAAAAATATTCAAACAGCTTTCCGACGACATGGGC 
CTCCACCTCATGTCCACCGAG 



>RXS00116 - upstream 
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CGCGGCACGCACGCTGGGGGCAAGCGTCGACAAGCACAAACTTTTTGCTTAATTGAATCCTTTGCGCAC 
CAATCAATGGGGGATCAAATATAGTAGCTGC 

>RXS00116 

ATGAGTAATGACTTCGTCGTTTCTAGGCTTAGACCCTTTGGTGAAACGATTTTTGCAACCATGACCCAG 
CGAGCTGTTGAGGCGGGTGCAATCAATCTTGGTCAGGGCTTTCCTGATGAGGATGGTCCTCGTCGGATG 
TTAGAGATCGCGTCGGAGCAGATTCTCGGGGGAAATAATCAGTATTCGGCGGGGCGTGGGGATGCTTCG 
TTGAGGGCAGCTGTGGCTCGTGATCATTTGGAGAGGTTTGATCTGGAGTACAACCCTGATTCGGAGGTG 
TTGATCACGGTGGGGGCCACTGAGGCGATTACGGCGACTGTGTTGGGTTTGGTGGAGCCTGGGGATGAA 
GTGATCGTTTTGGAACCGTATTACGATGCGTATGCGGCGGCTATTGCGTTGGCGGGGGCGACGCGGGTG 
GCGGTTCCTTTGCAGGAGGTGGAGAACTCGTGGGATGTGGATGTCGATAAGTTGCATGCGGCGGTGACT 
AAGAAGACGCGGATGATTATCGTTAATTCGCCGCATAATCCGACGGGTTCGGTGTTTTCTAAGAAGGCG 
TTGAAGCAGTTGGCGGGTGTTGCTCGTGCGTATGACTTGTTGGTGTTGTCAGATGAGGTGTATGAGCAT 
CTTGTTTTTGATGATCAGAAGCATGTGAGTGTCGCGAAGCTGCCCGGTATGTGGGATCGCACGGTGACG 
GTGTCGTCGGCGGCGAAAACGTTCAATGTGACTGGTTGGAAGACGGGGTGGGCGTTGGCACCGGAGCCG 
TTGTTGGAGGCGGTGTTGAAGGCGAAGCAGTTTATGTCTTATGTGGGGGCTACACCTTTTCAGCCGGCT 
GTGGCGCATGCGATTGAACATGAGCAGAAGTGGGTGTCAAAGATGTCTAAGGGGCTTGAGCTCAAGCGG 
GATATTTTGCGTACTGCGTTAGATAAGGCGGGGCTGAAGACTCATGACAGTATGGGCACGTATTTCATC 
GTTGCGGATATTGGGGATCGTGATGGTGCGGAGTTCTGTTTTGAGTTGATTGAGAAGGTTGGGGTGGCG 
GCGATTCCGGTGCAGGCGTTTGTGGATCATCCGAAGAAGTGGTCGTCGAAGGTTCGTTTTGCGTTTTGC 
AAAAAAG AAG AG AC G C T C C G C G AAG C T G C GG AG C G T C T C AAG G G GAT T AAG AAAC T A 

>RXS00116 - downstream 
TAGTTTGAACAGGTTGTTGGGGG 

>RXS00147 - upstream 

ATTGCATATAATGCAATGAATTGAATAAACTACATTCAGGGTTATCAACCAGCCAATTTCTTTTAAAAA 
G G C AG AC AC AC G AAAG G C G AC AAC AG T C AC C 

>RXS00147 

GTGAGTAAAGACACCACCACCTACCAGGGAGTCACCGAGATCGGATCCGTTCCGGCATACCTGGTTCTT 
GCAGACGGACGTACCTTCACCGGATTTGGCTTTGGAGCTATCGGCACCACCCTTGGTGAGGCAGTGTTC 
ACTACCGCCATGACCGGTTACCAAGAAACCATGACCGATCCTTCCTATCACCGCCAGATTGTTGTGGCT 
ACCGCACCACAGATCGGCAACACCGGCTGGAACGATGAGGACAACGAGTCCCGCGACGGCAAGATTTGG 
GTTGCAGGCCTTGTTATCCGCGACCTCGCAGCACGTGTGTCCAACTGGCGCGCCACCACCTCCTTGCAG 
CAGGAAATGGCAGGCCAGGGCATCGTCGGCATCGGCGGAATCGACACCCGCGCACTGGTTCGCCACCTG 
CGCAATGAAGGTTCCATTGCAGCGGGCATCTTCTCCGGCGCTGACGCACAGCGCCCAGTTGAAGAACTC 
GTAGAGATCGTCAAGAATCAGCCAGCAATGACCGGCGCAAACCTCTCCGTTGAGGTCTCTGCTGATGAA 
ACCTACGTCATCGAAGCTGAAGGCGAAGAGCGCCACACCGTCGTGGCCTACGACCTGGGCATTAAGCAA 
AACACCCCACGTCGTTTCTCTGCACGCGGTGTTCGCACCGTCATCGTGCCTGCTGAAACCCCATTCGAG 
GATATCAAGCAGTACAACCCATCAGGCGTGTTCATCTCCAACGGCCCTGGCGATCCTGCAGCAGCAGAC 
GTCATGGTTGATATCGTCCGCGAAGTTCTTGAAGCCGACATTCCATTCTTTGGCATCTGCTTCGGCAAC 
CAGATTCTTGGCCGCGCATTCGGCATGGAGACCTACAAGCTGAAGTTCGGCCACCGCGGCATCAACGTT 
CCAGTGAAGAACCACATCACCGGCAAGATCGACATCACCGCCCAGAACCACGGCTTCGCACTCAAGGGT 
GAAGCAGGCCAGGAATTCGAGACCGATTTCGGCACTGCAATTGTCACCCACACCTGCCTCAACGACGGC 
GTCGTTGAAGGTATTGCGCTGAAGTCCGGACGCGCATACTCCGTTCAGTACCACCCAGAGGCCGCTGCC 
GGCCCAAATGATGCAAGCCCCCTGTTTGACCAGTTTGTTGAGCTGATGGATGCAGACGCTCAGAAGAAA 
GGCGCA 

>RXS00147 - downstream 
TAAATAACATGCCAAAGCGTTCA 

>RXS0034 9 - upstream 

TGTGTACATCACAATGGAATTCGGGGCTAGAGTATCTGGTGAACCGTGCATAAACGACCTGTGATTGGA 
CTCTTTTTCCTTGCAAAATGTTTTCCAGCGG 

>RXS00349 

ATGTTGAGTTTTGCGACCCTTCGTGGCCGCATTTCAACAGTTGACGCTGCAAAAGCCGCACCTCCGCCA 
TCGCCACTAGCCCCGATTGATCTCACTGACCATAGTCAAGTGGCCGGTGTGATGAATTTGGCTGCGAGA 
ATTGGCGATATTTTGCTTTCTTCAGGTACGTCAAATAGTGACACCAAGGTACAAGTTCGAGCAGTGACC 
TCTGCGTACGGTTTGTACTACACGCACGTGGATATCACGTTGAATACGATCACCATCTTCACCAACATC 
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GGTGTGGAGAGGAAGATGCCGGTCAACGTGTTTCATGTTGTAGGCAAGTTGGACACCAACTTCTCCAAA 
CTGTCTGAGGTTGACCGTTTGATCCGTTCCATTCAGGCTGGTGCGACCCCGCCTGAGGTTGCCGAGAAA 
ATCCTGGACGAGTTGGAGCAATCCCCTGCGTCTTATGGTTTCCCTGTTGCGTTGCTTGGCTGGGCAATG 
ATGGGTGGTGCTGTTGCTGTGCTGTTGGGTGGTGGATGGCAGGTTTCCCTAATTGCTTTTATTACCGCG 
TTCACGATCATTGCCACGACGTCATTTTTGGGAAAGAAGGGTTTGCCTACTTTCTTCCAAAATGTTGTT 
GGTGGTTTTATTGCCACGCTGCCTGCATCGATTGCTTATTCTTTGGCGTTGCAATTTGGTCTTGAGATC 
AAACCGAGCCAGATCATCGCATCTGGAATTGTTGTGCTGTTGGCAGGTTTGACACTCGTGCAATCTCTG 
CAGGACGGCATCACGGGCGCTCCGGTGACAGC7VAGTGCACGATTTTTCGAAACACTCCTGTTTACCGGC 
GGCATTGTTGCTGGCGTGGGTTTGGGCATTCAGCTTTCTGAAATCTTGCATGTCATGTTGCCTGCCATG 
GAGTCCGCTGCAGCACCTAATTATTCGTCTACATTCGCCCGCATTATCGCTGGTGGCGTCACCGCAGCG 
GCCTTCGCAGTGGGTTGTTACGCGGAGTGGTCCTCGGTGATTATTGCGGGGCTTACTGCGCTGATGGGT 
TCTGCGTTTTATTACCTCTTCGTTGTTTATTTAGGCCCCGTCTCTGCCGCTGCGATTGCTGCAACAGCA 
GTTGGTTTCACTGGTGGTTTGCTTGCCCGTCGATTCTTGATTCCACCGTTGATTGTGGCGATTGCCGGC 
A T C AC AC C AAT G C T T C C AG G T C T AGC AAT T T AC C G C G G AAT G T AC G C C AC C C T G AAT GAT C AAA C AC T C 
ATGGGTTTCACCAACATTGCGGTTGCTTTAGCCACTGCTTCATCACTTGCCGCTGGCGTGGTTTTGGGT 
GAGTGGATTGCCCGCAGGCTACGTCGTCCACCACGCTTCAACCCATACCGTGCATTTACCAAGGCGAAT 
GAGTTCTCCTTCCAGGAGGAAGCTGAGCAGAATCAGCGCCGGCAGAGAAAACGTCCAAAGACTAATCAG 
AGATTCGGTAATAAAAGG 

>RXS0034 9 - downstream 
TAAAAATCAACCTGCTTAGGCGT 



>RXS00389 - upstream 

CCACCACTGCGTAACCTTTCCGAGCAAGATATCGCGGACCTGTCGGATTTGCTTGCCACCTCTGGCGCA 
GGTTCCTACCGCCTTCAGTTGAGGTGAAAGC 

>RXS00389 

ATGATCACCGCAACCGCACTGCATGGGTGTTCACTGATTGATGGCGAGTGGGTCGCTGGAAAAAATGGT 
GAGATTACAGGATTCGATCCGCGCACCAATGCGAGTCTGAACCCTTCCTACTCTTTAGCAAACAGCGCA 
CAGCTGCGCGCCGCCACAACATCGGCGAAGCGAGCTTTTGAAAGCTACCGACTCACTACTCCAGAGGTT 
AGAGCAGATTTCCTGGATTCCATCGCTGACAACATCGATGCGCTATCCGGCGAGATCGTGCAACGGGCG 
AGCCTGGAGACAGGTTTGGGAACTACCCGACTCACAGGCGAAGTAGCCCGCACCAGCAACCAGCTCCGC 
CTGTTTGCAGAAACCGTGAGAAGCGGACAGTTCCACCGAGTACGCATTGAACGAGGACCGCGGATTGAT 
CTTCGCCAGCGTCAGGTTCCGTTGGGACCAGTCGCGGTATTCGGGGCAAGCAACTTCCCCGTCGCTTTC 
TCTACTGCTGGTGGCGATACAGCATCAGCGTTGGCTGCAGGCTGCCCTGTGGTTTTTAAGGCGCATAAT 
GCGCACCCTGGAACAGCTGAGCTCGTCGGGCAAGCGGTGCGGGGAGCCGTCGAAAAGCATGAGTTTGAT 
GCTGGTGTGTTTAACCTTGTCTACGGCCGTGGCGTGGAAATTGGCCAGGAGCTGGCTGCGGATCCGAAT 
ATCACGGCAATCGGTTTTACCGGTTCACGCCAGGGTGGTTTGGCACTGTCACAGACTGCGTTTAGCCGC 
CCAGTTCCCGTTCCAGTCTTTGCAGAAATGAGTGCCACCAACCCTGTGTTCGTCTTCCCCGGCGCGCTG 
GCGGATTTGGATGCATCGAGTTCCTTGGCTGAGGCGTTTACCGCTTCCGTCACCGGCAGTTCCGGGCAA 
TTGTGCACCAAGCCTGGCCTCGTTTTCATCCCGCGCGGTGTTGTTGGTGATGCTTTTGTGGCGCTCGTA 
GCAGCCAAATTTAAAGAAACCACGGGTCAAACGATGCTCACGCAAGGCATCGCTCAGGCATGGCAGCGC 
GG AG TCGACAACCTTGC AGC ACAGCCAAGTGTAAAAATCCTCGCCCAAGGCACCCCCGGAGATGG AG AG 
AACGCGCCGGGCCCGGTGGTGTTTGAAAGTGATGTGCAGGCGTTGCTAAATAATGTGGTGTTGCAGGAA 
GAAATCTTCGGTGCGGCATCGCTGGTGGTGCGTTATGATTCCCCGGATCAACTCCACCAAGTAGCCAAT 
T C AC TCG AGGG AC AAT T AAC AGCC AC G AT CC AC GC AT CCCAGG AT GAT TTCC AG GAAGTCTCGAAACTT 
ATCCCCCTCTTGGAGGATCTCGCGGGCCGTGTTCTTTACGGCGGCTGGCCAACGGGTGTGGAAGTTGGG 
CACACGGTTATCCATGGAGGCCCTTATCCGGCGACCTCAAATGCGCAGTCGACAAGTGTTGGAACCCTG 
GCAATCGAGAGATTTATGCGCCCGGTTTCTTATCAAACTTTCCCGGCTGAGCTGCTTCCAGATCCAGTT 
TCTGAGGCGAATAAATGGGCTGTACCTCGGGAAATAGACCGT 

>RXS00389 - downstream 
TAATAGCTGGTCTTTACATTTGC 



>RXS00391 - upstream 

ATCTTGTAGATCCCACCGCAATTCTGGGAGATCTCGAGGACGCAATCTCTGGAAGAAAACTTTCCTCCC 
CATCCCTGTACAAGATAAAACCCGTGCACAG 

>RXS00391 
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TTGCTGCGCGATTCTCAACGAGTTGGCCTCGCCATCGATCCTTCGATCGCTTTGGTGATGGCCACTTCT 
GGTTCTACAGGTACCCCGAAGGGCGCTCAGCTCACTCCGTTGAATTTGGTGAGTTCCGCCGATGCTACG 
CATCAGTTTTTAGGTGGCGAAGGCCAGTGGTTGCTTGCCATGCCAGCACACCACATTGCAGGCATGCAG 
GTGCTTCTTCGAAGCCTCATTGCTGGAGTTGAGCCACTAGCTATTGATCTCAGCACAGGTTTTCACATT 
GACGCTTTCGCAGGCGCCGCGGCAGAACTGAAAAATACCGGCGACCGCGTCTATACATCCTTGACTCCA 
ATGCAGTTACTTAAAGCAATGGACTCCTTGCAAGGCATTGAAGCCCTGAAACTTTTTGATGTCATTCTT 
GTTGGCGGTGCTGCATTGTCTAAGCAGGCCCGAATTTCTGCGGAGCAGCTAGACATCAACATTGTCACC 
ACCTACGGCTCCTCAGAGACTTCAGGTGGCTGCGTTTATGATGGCAAGCCCATTCCCGGCGCGAAAGTC 
CGTATTTCGGATGAGCGCATTGAGTTGGGTGGCCCGATGATTGCGCAGGGCTACAGAAATGCACCTGAA 
CATCCGGATTTCGCCAACGAGGGTTGGTTTACCACCTCTGATTCAGGTGAACTCCACGACGGGATTCTC 
ACCGTGACTGGTCGCGTGGATACCCGTCAT 

>RXS00391 -downstream 
TGATTCCGGTGGATTGAAGTTGC 



>RXS00393 - upstream 

TCTATTCATTTCACAATAGCGTTTCACACTCCCCCATAGCCTGCCGAACGTATTTCAAGCAATTGCGCG 
ATCGAGTATGTGATGGGGAAAGATAGAGGTT 

>RXS00393 

ATGTCTCACACGGAACCCCAGCCGAATTCTGTAACTTTGTCCGATTGGATTCAAGGCGCACGCCCGCGT 
ACCTGGGCAAATGCGTTCGCGCCTGTCATTGCCGGTTCAGGTGTCGCCGCTTTTCATGATGGTTTTGTG 
TGGTGGAAGGCCTTGCTGGCGCTTGTCGTGGCGTGGGCTTTGATCATCGGTGTGAATTACGCCAATGAT 
TACTCTGATGGCATTCGTGGCACCGATGAAGACCGCACCGGTCCTCTGCGACTCACTGGTTCTGGGTTG 
GCTGAGCCGAAGAAAGTGAAAGCTGCGGCGTTTATTTCTTTCGGTATCGCAGGTGTCGCCGGCACCGCG 
CTGAGCCTGTTGAGCGCGTGGTGGCTGATCCTCATCGGCATCCTGTGTGTGCTGGGCGCGTGGTTCTAC 
ACCGGCGGTAAAAATCCTTATGGTTACCGCGGGCTCGGCGAGATTGCTGTGTTCATCTTCTTCGGCCTC 
GTCGCGGTCATGGGAACGCAGTTCACCCAAACCGGTTCCGTCAGCTGGGCCGGTTTGGCCGCCGCAGTT 
GGCGTGGGGTCGATGTCTGCTGGCGTGAACTTGGCCAACAATATTCGCGATATTCCAACCGATAGCAAG 
ACCGGAAAAATTACCCTCGCGGTCCGCCTGGGCGATGCGGGTGCTCGTAAGCTGTTCCTCGCGCTGATT 
TCCACGCCGTTCATCATGTCCATCTGCCTGGCGTTTGTCGCCTGGCCAGCGCTGATCGCGATCATCGTT 
TTCCCGCTGGCACTGAAAGCCGCAGGGCCGATCCGCAACAACGCCACCGGCAAGGATCTCATCCCCGTC 
ATCGGCTCAACAGGGCGCGCCATGGCGTTGTGGGCCGTGCTCACGGGCCTGGCATTAGCGTTTAGC 

>RXS00393 - downstream 
TAAAACGCTTTTCGACGCTCCCC 



>RXS00405 - upstream 

AGAATAAATTTATACCACACAGTCTATTGCAATAGACCAAGCTGTTCAGTAGGGTGCATGGGAGAAGAA 
TTTCCTAATAAAAACTCTTAAGGACCTCCAA 

>RXS00405 

ATGCCAAAGTACGACAATTCCAATGCTGACCAGTGGGGCTTTGAAACCCGCTCCATTCACGCAGGCCAG 
TCAGTAGACGCACAGACCAGCGCACGAAACCTTCCGATCTACCAATCCACCGCTTTCGTGTTCGACTCC 
GCTGAGCACGCCAAGCAGCGTTTCGCACTTGAGGATCTAGGCCCTGTTTACTCCCGCCTCACCAACCCA 
ACCGTTGAGGCTTTGGAAAACCGCATCGCTTCGCTCGAAGGTGGCGTCCACGCTGTAGCGTTCTCCTCC 
GGACAGGCCGCAACCACCAACGCCATTTTGAACCTGGCAGGAGCGGGCGACCACATCGTCACCTCCCCA 
CGCCTCTACGGTGGCACCGAGACTCTATTCCTTATCACTCTTAACCGCCTGGGTATCGATGTTTCCTTC 
GTGGAAAACCCCGACGACCCTGAGTCCTGGCAGGCAGCCGTTCAGCCAAACACCAAAGCATTCTTCGGC 
GAG AC T T T C G C C AAC C C AC AGG C AG AC G T C 



>RXS00419 - upstream 

GCTGGTTGAAGACTCGAAATGAGATCGACCCAACCGGAGTCTTTGCATCTGACATGTCCCGCCGACTTG 
AGC T T T C T T AAG AAAG G G C T T G AAC T AAAC A 

>RXS00419 

ATGCTTAACGCAGTGGGCAAAGCCCAAAACATTCTCCTTCTTGGTGGAACCTCTGAGATCGGTATTTCC 
ATTGTCTCCCGCTTCCTCAAGCAGGGTCCATCCCATGTGACCTTGGCAGCGCGTAAAGATTCCCCACGC 
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GTGGACGCAGCAGTCGCAGAGATCAAAGCAGCTGGCGCTGCTTCCGTTGCTGTTGTTGATTTCGATGCG 
CTCGACACCGAATCCCACCCTGCAGCCATCGACGCAGCCTTTGAAAACGGCGACGTTGACGTAGCAATC 
GTGGCTTTCGGCATCCTCGGCGACAACGAAGCACAGTGGCGCGACCAAGCACTAGCAGTGGAAGCAACC 
ACCGTGAACTACACCGCCGGCGTTTCCGTAGGTGTACTGCTGGGCCAGAAATTTGAGCAGCAGGGCCAC 
GGCACCATCGTGGCATTGTCCTCTGTGGCAGGCCAGCGAGTCCGCCGCTCCAACTTTGTCTACGGCTCC 
GCCAAGGCAGGTTTCGACGGTTTCTACACCCAGCTCGGCGAAGCCCTGCGTGGATCCGGTGCCAACGTA 
TTGGTGGTTCGCCCAGGCCAGGTACGCACCAAGATGTCCGCAGATGGTGGCGAAGCCCCACTGACCGTC 
AACCGCGAAGACGTGGCAGATGCTGTTTATGATGCAGTGGTGAACAAGAAGGACATCATCTTTGTCCAC 
CCACTGTTCCAGTACGTCTCTTTTGCGTTCCAATTCATTCCGCGAGCAATCTTCCGCAAGCTGCCGTTC 

>RXS00419 - downstream 
T AAC G GAAG T T AC GGAAG T T AC G 



>RXS0044 6 - upstream 

TGCTACG7\AGTTATCTAGTAATGAAGTTAGTTTTTCCCCTCTCCCGGCAGCAGTTGATGCGGTGACGGA 
GGCTACTTGGGGGGCTAATCGGTACCCGGAT 

>RXS00446 

ATGGGTGCGGTTGAGCTCCGTGAGGCTCTTGCAGAGCATTTAGAGGTTGAGTTTGACCAGGTCACGGTA 
GGTTGCGGCTCGTCTGCGCTGTGTCAACAGCTGGTTCAGGCAACGTGCGCTCAGGGCGATGAGGTCATT 
TTTCCATGGCGCAGCTTTGAGGCTTATCCAATTTTCGCGCAGGTCGCGGGCGCCACTCCTGTTGCCATT 
CCGCTGACTGCTGATCAGAATCATGATCTTGATGCGATGGCAGCCGCGATCACTGATAAGACCCGCCTC 
ATTTTCATCTGCAACCCCAACAATCCTTCGGGCACCACCATCACCCAGGCGCAGTTTGATAATTTCATG 
GAAAAGGTTCCAAACGATGTCGTTGTTGGGCTGGATGAGGCTTATTTTGAGTTCAACCGCGCGGACGAC 
ACCCCAGTTGCCACTGAGGAAATCCACCGCCACGACAACGTGATTGGTTTGCGCACGTTCTCCAAGGCG 
TATGGCCTGGCGGGCTTGCGTGTTGGTTACGCCTTCGGAAACGCAGAGATCATCGCAGCGATGAATAAG 
GTGGCTATTCCTTTCGCGGTGAATTCAGCAGCTCAGGCGGCAGCGCTTGCGAGTTTGAATTCTGCCGAT 
GAGTTGATGGAACGGGTGGAGGAAACCGTCGAAAAGCGTGATGCTGTGGTGTCAGCGCTTGGTGCTGCG 
CCGACGCAGGCCAATTTCGTCTGGCTGCCGGGCGAGGGCGCCGCTGAGTTGGCGGCTAAATTGGCCGAG 
CACGGCATCGTGATTCGCGCGTTCCCCGAGGGTGCGCGCATTTCGGTGACCAACGCCGAGGAAACTGAC 
AAGCTGCTGCGCGCGTGGGAGGCCATCAATGCTGGG 

>RXS00446 - downstream 
TAGTCTTTGGCGTTTTGCGGTGC 



>RXS00618 - upstream 

GCTGCATTAGAGGGTCGTATCTCGATCTAAAAGCAGTACGCAGATAGGCTTGTCTCTTATGAAGCCAAG 
CACTAGAAGCAATGTTCAGCCGTTTCGCGTC 

>RXS00618 

ATGCAGATGTTGGACCGAGTCCACCGTCGCAGGCGCGAAGGCAAAGACACCTTAATGTTCTGCGCTGGC 
CAGCCGTCAACTGGTGCGCCAG7\AGCAGTCATCGAAGAAGCAGAGATCGCTCTTCGCTCGGGTCCTTTG 
GGATACACCGAGGTGATTGGTGATCGTGAGTTCCGTGAACGCATCGCCGATTGGCACTCTGCTACTTAT 
GACGTAGACACCAACCCTGACAATGTTATTGTCACCACCGGTTCTTCAGGTGGATTCGTGGCATCGTTT 
ATCGCCACCTTGGATCACGGGGATTATGTGGCAATGCCTACCCCGGGGTACCCGGCATATCGCAATATT 
CTGGAATCTTTGGGGGCGAAGGTTCTGAACCTGCGCTGTACTGCAGAGACTCGTTTCCAGCCAACCGCT 
CAAATGTTGGAGGAACTGCCACACAAGCCGAAGGCTGTTATTGTCACCAGCCCAGGAAACCCAACGGGC 
ACCATCATTGATCCGGAAGAGCTAGAGCGCATCGCCAAGTGGTGCGATGACAATGATGCTGTTCTTATC 
TCTGATGAGGACTACCACGGCATGAGCTTTGGTCGTCCGCTGGCAACTGCGCATCAGTTTTCCAAGAAC 
GCCATCGTGGTGGGTACCTTGTCCAAGTACTTCTCCATGACGGGTTGGCGCGTGGGTTGGATCATCGTT 
CCAGATGAGCTGGTCACACCGATTGAAAACCTGCAGGCTTCTCTTTCCTTGTGTGCTCCTGCCATCGGG 
CAGGCTGCGGGACGCGCAGCCTTCACTTTGGAGGCTGGGGCCGAACTTGATGCCCACGTTGAAGCGTAT 
CGCGAGGCCCGGGAGGTGTTCGTCGATAAGCTCCCTGAAATCGGGCTTGGCACTTTCGCCGACCCGGAT 
GGCGGCCTGTATTTGTGGGTCGATGTTTCTGCATACACCGATGATTCAGAGGAATGGGCATTGCGTTTG 
CTCGATGAAGCGGGCGTGGCCGTCGCGCCGGGTGTTGATTTTGATCCTGAGGAAGGCCACAAGTGGATT 
CGTTTGAGCCTGTGCGCGTCAAAGGAAGACACCATTGAAGGTGTGCGCAAAATCGGAGAATTCATCAAA 
AAA 

>RXS00618 - downstream 
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>RXS00838 - upstream 

TCGTCTAATAGTGCTGCCAATCCACCGGCCATTGATGACTCCTTTGTAGAGAAGGGGTAGTGCTTACAA 
ATCTTATCTGTGCTCAGGCAAGATAGCAGGT 

>RXS00838 

ATGAAAATTGCGATCGTTGGCGCTGGTGCAGTTGGTGGATATTTCGGAGCGTTGTTACAAGAATCTGGT 
GCAGATATCACGATGGTTGCACGTGGACGAACATTAGAAGCCTTGAAGTCTAAAGGACTCCACATCAAC 
GATGCAAGAGGCGAACGCTACGTACCAATTCCTGCAGTTGCGAGCGTGCAAGAACTAAAAGATGCAGAT 
GTAGTGATGATTGCTACTAAAGCATTATCGCGGTCTTTAGATCTCGCTGAACTTTTGGGTGGGATACCT 
GCGAATTCGGTGGTCGCGATTACTCAGAATTCGATTGAATCTGCTGATCTAGCAGCGAAGAGTATCGGT 
GCTGATCGTGTGTGGCCTGGTGTGGTTCGTGGGTTCTTTGTTCATGAGGGGCCAGCCTCAGTGTCATAC 
AAGGGAGGCCCACTGTCCTACACGTTTGGTGATTCTGGTGAACTTTCTAGGCAATTCGCAAGCACTCTT 
GAACAGGCCGGTATTGACGGAGTTCTGCATCCCGATATTTTGGTGGATGTGTGGGAGTVAAGCCATGTTC 
GTAGAGGTTTTCGGCGGGTTGGGGGCTTTCGTCGAAAAGCAATTAGGTACCTTGCGTACGCATTTTAGG 
GCTTCCCTGGAAGCCTTGATGGAAGAGGTGGCTGAGGTGGCTCGCGCGGCAGGTGTTGCGTTGCCGAGC 
GATGCGGTGGAGCGCACCAT GAATTTTGCGGATCGGATGCCTGAGAATTCGACGAGTTCGATGCAGCGT 
GATTTGGCCGCGGGAGTGGCTAGTGAGCTTGAGGCTCAGACAGGTGCAATTGTGCGGGCAGCGCACAAA 
GTGGGTGTGAAAACTCCGCTTCATGACCTTATTTATGCTGGTCTTAAGCTGAAAGAAGAGGAAAATTCA 
CTT 

>RXS00838 - downstream 
TAGGGATAGAATCAAGATCCATG 



>RXS00870 - upstream 

CAAGACGGCGATGTCGCCGCCGCTGTTGATACCGCAGCGCGACTTGTTCACACAGATATTCAACAATTC 
ACTTCGCAGAGCATTTAAGGAATTTACACAC 

>RXS00870 

ATGTCTGAACCACAAACCATCTCGCACTGGATTGACGGCGCGATTTCCCCATCCACTTCCGGCAAGACC 
GCTCCTGTCTACAATCCTGCAACTGGCCAGGTCACCGCCAATGTTGCGCTGGCTAGCCAGGAAGAGATC 
GATGCCACCATCGCTTCTGCCACCAAGGCTGCTAAGACGTGGGGCAACCTGTCTATCGCTAAGCGCCAA 
GCTGTGCTTTTCAACTTCCGTGAGCTGCTGAATGCTCGCAAGGGTGAGCTGGCGGAGATCATCACTGCA 
GAGCACGGCAAGGTCTTGTCCGATGCCATGGGTGAAATCCTGCGCGGCCAGGAAGTCGTGGAGCTTGCT 
ACCGGTTTCCCACACCTGCTTAAAGGTGCGTTCAACGAGAACGTCTCCACCGGCATTGATGTGTATTCC 
TTGAAGCAGCCACTGGGTGTTGTCGGTATCATCAGCCCGTTCAACTTCCCTGCGATGGTGCCGATGTGG 
TTTTTCCCAATCGCAATCGCTGCAGGCAACGCAGTTATTTTGAAGCCTTCAGAGAAGGATCCTTCGGCA 
GCGCTGTGGATGGCTCAGATCTGGAAGGAAGCTGGTCTTCCAGACGGCGTATTCAACGTGCTCCAGGGC 
GACAAGCTGGCTGTTGATGGTTTGCTGAACAGCCCTGATGTCTCTGCGAT.TTCCTTCGTGGGTTCCACC 
CCAATCGCAAAGTACATCTACGAGACTTCCGCGAAGAACGGCAAGCGCGTCCAGGCGTTGGGCGGCGCG 
AAGAACCACATGCTGGTGCTGCCAGATGCTGATCTGGATCTGGTTGCCGATCAGGCAATCAACGCAGGT 
TACGGCGCTGCCGGTGAGCGTTGCATGGCTGTTTCTGTGGTCTTGGCTATTGAATCTGTTGCCGACGAG 
CTCATTGAGAAGATCAAGGAGCGCATCGACACCCTGCGCATCGGCAACGGTGCCGGCGACGAGCAGGGC 
GAGCCGCACCTGGGCCCACTAATCACCGACGTCCACCGCGACAAGGTCGCTTCTTATGTCGACATCGCT 
GAGGCCGACGGCGCCAAGATCATCGTGGACGGGCGTAACTGCGCCGTAGACGGGCACGAGGAGGGCTTC 
TTCTTCGGCCCTACGCTTATCGACGACATCCCACTCACGTTCCGCGCCTACACCGAAGAAATCTTCGGC 
CCGGTCCTCTCTGTCGTTCGTGTCGCATCCTTCGACGAGGCAATTGAGCTGATCAACTCCGGTGAATTC 
GGCAACGGAACCGCT^ATCTTCACCAACGATGGTGGAGCGGCACGCCGCTTCCAGCATGAGATCGAAGTG 
GGCATGATCGGCATCAACGTACCAATCCCAGTGCCTGTTGCGTACCACTCCTTCGGTGGTTGGAAGAAC 
TCCCTCTTCGGTGACGCCAAGGCATATGGCACTCAAGGTTTTGATTTCTTCACCAGGGAAAAGGCGATC 
ACCAGCCGTTGGCTCGACCCAGCAACCCACGGTGGCATTAACCTCGGTTTCCCACAGi\ACGAT 

>RXS00870 - downstream 
TAATTGAAGGAGAGCACAGGACT 



>RXS00905 - upstream 
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CGCTGCCCCTCTATGCTGCTCCTAGTTACCCCTGCACAAATAGCGGTTTTTCTCACGCATTCTGCATCG 
AGTCGGGTCGACGTATATAAGGTGGAAAGGC 

>RXS00905 

ATGACCCAATTCGAAAACGCGCAAGTACTTAAAGAGAACATCGAAAACCAACGCGAGCAGATCTTTACC 
CAGTTGAAAGAAATTGTGTCTTTCAACTCCGTGCACAGCGATCCAAACCTACTGGAGGACTACGCCGGC 
GCGAAAGAATGGGTAAAAGAAACACTGACCAACGCAGGTCTCACCGTCAGCGAATTCGCTGCCGAAGAT 
GGAACCACCAACTTCATCGGCACCCGCAAGGGCTCCGAAGGTGCACCAAAGGTACTGCTGTACAGCCAC 
TTCGACGTTGTCCCATCCGGCCCTTTGGATCTCTGGGACACCAATCCTTTTGAACTCACCGAGCGCGAC 
GCTGGCCACGGCACCCGCTGGTACGGCCGCGGCGCCGCTGACTGCAAGGGCAACCTGGTCATGCACCTC 
GCAGCACTGCGCGCCGTCGAAGCCAGCGGCGACACCACACTCAACCTCACCTACGTGGTCGAGGGCTCC 
GAGGAAATGGGAGGCGGAGCGCTCAGCGCGCTCATCAAGGACAAGCCTGAGCTTTTCGACGCAGATGTC 
ATCTTGATTGCAGACAGCGGAAACGCTTCCGTGGGCACCCCAACCTTGACCACTACCCTGCGCGGTGGC 
GGACAGGTCACCGTCACCGTGGACACCCTTGAAGGCGCTGTTCACTCCGGCCAGAACGGTGGCGCTGCC 
CCAGATGCTGTTGCTGCTCTCGTGCGCGTTCTGGATACTTTGCGCGATGAACACGGACGCACCGTTATC 
GACGGCTGTCAACACCACCGCAAACTGGAAGGGCGAGCCTTA 

>RXS00 905 - downstream 
TGATCCAGAGACTTTCCGCAGCG 

>RXS00906 - upstream 

ACCGTGGACACCCTTGAAGGCGCTGTTCACTCCGGCCAGAACGGTGGCGCTGCCCCAGATGCTGTTGCT 
GCTCTCGTGCGCGTTCTGGATACTTTGCGCG 

>RXS00906 

ATGAACACGGACGCACCGTTATCGACGGCTGTCAACACCACCGCAAACTGGAAGGGCGAGCCTTATGAT 
CCAGAGACTTTCCGCAGCGATGCCGGCATCCTCGACGGTGTAGACATCATGGGCGACGGCGACAACCCA 
GCAAGCATGCTGTGGTCCAGGCCTGCAATCTCCATCACCGGATTCACTTCCACCCCAGTGGCAGAAGCA 
CTCAACGCAGTGCCCGCAACGGCGTCCGCCAAGCTAAACCTTCGCGTGCCAGCAGGCCTGGAAGCAAAC 
GATGTGGCCGAGAAGCTGAAGCAGCACCTGATCAATCACACACCTTGGGGCGCAAAGATCACGGTGGAG 
ATCGATGACATTAACCAACCGTTCTCCACCGATATTACCGGCCCTGCAATGTCCACCCTGGCGTCCTGC 
CTGAGCGCTGCGTACGAGGGCAAGGATCTTGTCACCGAAGGCAGCGGCGGATCCATTCCACTGTGTACC 
G AAC T GAT T GAG G T C AAC CCA 

>RXS00906 - downstream 
TAAGCAGAATTGGCACTCTACGG 

>RXS00907 - upstream 

CCTGAGCGCTGCGTACGAGGGCAAGGATCTTGTCACCGAAGGCAGCGGCGGATCCATTCCACTGTGTAC 
C G AAC T GAT T GAG G T C AAC C C AT AAG C AG AA 

>RXS00907 

TTGGCACTCTACGGTGTGGAAGAACCCCTCACCGTTATCCACTCCGCTAATGAATCTGTTGACCCCAAT 
GAGATTCGCGATATCGCCACCGCAGAAGCATTGTTCCTGCTCAACTACACCAAG 

>RXS00907 - downstream 
TAGACCCAAAAGCAGGCGTTAAC 



>RXS00998 - upstream 

AATCGGCCTAAAAGGTGTGACCATTTGGGGGTAGTGGCGATTTTACCAGGTCACAGGAGGTGAAAATCC 
AACCATTTTAGGCCGACTAGAGTAATTAATT 

>RXS00998 

ATGACTTCCCGCGATGATCAACCCCAAGATCTGCTTTCGCTTGCAGAACTTGCCGCCACCAGAGCTTTA 
ACCACAGACGAACTTGAAGCACTCAACAACGCCAATTATGGCCTCGACCGCAATCTGGGGCTGCGCTAC 
ACCACCATCGAGCCCGGCCGGGTGGTCAGCGAACTTCACGTGGCATCCAAGCACCTGCAAGTGGTGGGC 
TTGGTCAACGGTGGTGTCTACGCCGCCATCGCCGAATCCACTGGATCAGTCGCCAGCATGATTTCCGCC 
CCTGGAAAAATGGTCGTCGGCATCAACAACAACACCGACTTCATTTCTGCTGTGAGCTCCGGTGTCATC 
GTGGCCGAAGCAACGCCGATTCAGCTAGGTGGCCGCACCCATCTGTGGCAGATCGAATGCACCCACCGC 
GGAGAAGTCGTCGCACGAACCACACTGCGCACCATGGTGCTGAACAAG 
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>RXS00998 - downstream 
TAGCCCTATACTCGGGCACCATG 



>RXS01105 - upstream 

TTGTCATCAACTTTGCCAACGCCGAAGATCTTCCAGCGCACGGCGAAGCAATCCGTGCACGCTTTGAAA 
AC C T C C C C AC C AC C G AC G A G G C C T AAG AAAA 

>RXS01105 

ATGACCAAAATTACTTTGAGCGATTTGCCATTGCGTGAAGAACTGCGCGGTGAGCACGCTTACGGCGCA 
CCCCAGCTCAACGTTGATATTCGCCTCAACACCAACGAAAACCCTTACCCACCGTCAGAGGCATTGGTC 
GCTGACTTGGTTGCCACCGTGGATAAGATCGCCACCGAGCTGAACCGCTACCCAGAGCGCGATGCTGTG 
GAACTGCGTGATGAGTTGGCTGCGTACATCACCAAGCAAACCGGCGTGGCTGTCACCAGGGATAACCTG 
TGGGCTGCCAATGGTTCCAATGAAATTCTGCAGCAGCTGCTGCAGGCTTTTGGTGGACCTGGACGCACC 
GCGTTGGGATTCCAACCCAGCTATTCCATGCACCCAATTTTGGCTAAAGGCACCCACACTGAATTCATT 
GCGGTGTCCCGAGGTGCTGATTTCCGCATCGATATGGATGTGGCGCTGGAAGAAATTCGTGCAAAGCAG 
CCTGACATTGTTTTTGTCACCACCCCGAACAACCCGACCGGTGATGTGACCTCGCTGGACGATGTTGAG 
CGCATCATCAACGTTGCCCCAGGCATCGTGATCGTGGATGAAGCTTATGCGGAATTCTCCCCATCACCT 
TCAGCAACCACTCTTCTGGAGAAGTACCCAACCAAGCTGGTGGTGTCCCGCACCATGAGTAAGGCTTTT 
GATTTCGCAGGTGGACGCCTCGGCTACTTCGTGGCCAACCCAGCGTTTATCGACGCCGTGATGCTAGTC 
CGCCTTCCGTATCATCTTTCAGCGCTGAGCCAAGCAGCCGCAATCGTAGCGCTGCGTCACTCCGCTGAC 
ACGCTGGGAACCGTCGAAAAGCTCTCTGTAGAGCGTGTTCGCGTGGCAGCACGCTTGGAGGAACTGGGC 
TACGCTGTGGTTCCAAGTGAGTCCAACTTTGTGTTCTTTGGAGATTTCTCCGATCAGCACGCGGCATGG 
CAGGCATTTTTGGATAGGGGAGTGCTCATCCGCGATGTGGGAATCGCTGGGCACTTGCGCACTACCATT 
GGTGTGCCTGAGGAAAATGATGCGTTTTTGGACGCAGCTGCAGAGATCATCAAGCTGAACCTG 

>RXS01105 downstream 
TAAGAGAGAAGAAT TTTTCATGA 



>RXS01130 - upstream 

AGTTCGTGGCGGATGCTGTGAACGTTTCCGGTGGTCGCGTGGGCGAAGAGGTTCTGTGTGG 
>RXS01130 

atggatctggctcgcaagcttggtcttcttgctggcaagcttgtcgacgccgccccagtctccattgag; 

gttgaggctcgaggcgagctttcttccgagcaggtcaatgcacttggtttgtccgctgttcgtggtttg 

ttctccggaattatcgaagagtccgttactttcgtcaacgctcctcgcattgctgaagagcgtggcctg 

gacatctccgtgaagaccaactctgagtctgttactcaccgttccgtcctgcaggtcaaggtcattact 

ggcagcggcgcgagcgcaactgttgttggtgccctgactggtcttgagcgcgttgagaagatcacccgc 

atcaatggccgtggcctggatctgcgcgcagagggtctgaacctcttcctgcagtacactgacgctcct 

ggtgcactgggtaccgttggtaccaagctgggtgctgctggcatcaacatcgaggctgctgcgttgact 

caggctgagaagggtgacggcgctgtcctgatcctgcgtgttgagtccgctgtctctgaagagctggaa 

gctgaaatcaacgctgagttgggtgctacttccttccaggttgatcttgac 

>RXS01130 - downstream 
T AAT T AG AG ATC C AT T TGC T T GA 



>RXS01145 - upstream 

TAATGTAGTTGTCTGCCCAAGCGAGTTAAACTCCCACGATTTACAGTGGGGGGCAGACATCTTTTCACC 
AAAATTTTTACGAAAGGCGAGATTTTCTCCC 

>RXS01145 

ATGGCTATTGAACTGCTTTATGATGCTGACGCTGACCTCTCCTTGATCCAGGGCCGTAAGGTTGCCATC 
GTTGGCTACGGCTCCCAGGGCCACGCACACTCCCAGAACCTCCGCGATTCTGGCGTTGAGGTTGTCATT 
GGTCTGCGCGAGGGCTCCAAGTCCGCAGAGAAGGCAAAGGAAGCAGGCTTCGAGGTCAAGACCACCGCT 
GAGGCTGCAGCTTGGGCTGACGTCATCATGCTCCTGGCTCCAGACACCTCCCAGGCAGAAATCTTCACC 
AACGACATCGAGCCAAACCTGAACGCAGGCGACGCACTGCTGTTCGGCCACGGCCTGAACATTCACTTC 
GACCTGATCAAGCCAGCTGACGACATCATCGTTGGCATGGTTGCGCCAAAGGGCCCAGGCCACTTGGTT 
CGCCGTCAGTTCGTTGATGGCAAGGGTGTTCCTTGCCTCATCGCAGTCGACCAGGACCCAACCGGAACC 
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GCACAGGCTCTGACCCTGTCCTACGCAGCAGCAATCGGTGGCGCACGCGCAGGCGTTATCCCAACCACC 
TTCGAAGCTGAGACCGTCACCGACCTCTTCGGCGAGCAGGCTGTTCTCTGCGGTGGCACCGAGGAACTG 
GTCAAGGTTGGCTTCGAGGTTCTCACCGAAGCTGGCTACGAGCCAGAGATGGCATACTTCGAGGTTCTT 
CACGAGCTCAAGCTCATCGTTGACCTCATGTTCGAAGGTGGCATCAGCAACATGAACTACTCTGTTTCT 
GACACCGCTGAGTTCGGTGGCTACCTCTCCGGCCCACGCGTCATCGATGCAGACACCAAGTCCCGCATG 
AAGGACATCCTGACCGATATCCAGGACGGCACCTTCACCAAGCGCCTCATCGCAAACGTTGAGAACGGC 
AACACCGAGCTTGAGGGCCTTCGTGCTTCCTACAACAACCACCCAATCGAGGAGACCGGCGCTAAGCTC 
CGCGACCTCATGAGCTGGGTCAAGGTTGACGCTCGCGCAGAAACCGCT 

>RXS01145 - downstream 
TAAGTTTCACCCCTTTGACGGCT 



>RXS01183 - upstream 

CTTGATATGACCCGAACACCACACATCACAAATTGAATCGGTATCCTTTGGGGTATTAGTTTCCGTTTT 
AAC G AC AC G AC T T G C GAG GAG T C T TAAAATA 

>RXS01183 

ATGGCGTTCTCCGTAGAGATGCCCGAGCTGGGCGAATCAGTAACCGAAGGCACGATCACCCAGTGGTTG 
AAGTCTGTTGGTGACACTGTTGAGGTAGATGAGCCGTTGCTCGAGGTCTCAACTGACAAGGTCGACACC 
GAGATTCCCTCTCCTGTCGCCGGTGTCATCCTAGAGATTAAGGCTGAAGAGGATGACACCGTCGACGTC 
GGCGGTGTCATTGCAATAATCGGCGATGCTGATGAGACTCCTGCCAACGAAGCTCCTGCCGACGAGGCA 
CCAGCTCCTGCCGAAGAGGAAGAACCA 



>RXS01260 - upstream 

CTAAACGTGGGCTGCATTCCTTCCAAAGTCTCTGATCAAAAACGCTGAAGTTGCCCATACCTTTACCCA 
T G AG AAGAAG AC C T T C G G CAT C AAT G G C G AA 

>RXS01260 

GTGACCTTCAACTATGAGGATGCTCACAAGCGTTCCCGTGGCGTTTCCGACAAGATCGTTGGAGGCGTT 
C AT T AC T T GAT G AAGAAG AAC AAG AT CAT C GAAAT TCATGGTCTTG GAAAC T T CAAG GAT G C T AAG AC T 
CTTGAGGTCACCGACGGTAAGGATGCTGGCAAGACCATCACCTTTGATGACTGCATCATCGCAACCGGT 
TCGGTAGTCAACACCCTCCGTGGCGTTGACTTCTCAGAGAACGTTGTGTCTTTTGAAGAGCAGATTCTT 
AACCCTGTTGCGCCAAAGAAGATGGTCATTGTTGGTGCAGGCGCAATTGGAATGGAATTCGCCTACGTT 
CTTGGTAACTACGGTGTAGATGTAACCGTCATCGAGTTCATGGATCGTGTGCTTCCAAATGAAGATGCT 
GAAGTCTCCAAGGTTATTGCAAAGGCCTACAAGAAGATGGGCGTTAAGCTTCTTCCTGGCCATGCAACC 
AC TGCTGTTCGG G AC AAC G G T G AC T T T G T C G AGG T T GAT T AC C AG AAG AAG G G C T C T G AC AAG AC AG AG 
ACTCTTACTGTTGATCGAGTCATGGTTTCCGTTGGTTTCCGTCCACGCGTTGAGGGATTTGGTCTTGAA 
AACACTGGCGTTAAGCTCACCGAGCGTGGCGCAATCGAGATCGATGATTACATGCGTACCAACGTCGAT 
GGCATTTACGCCATCGGTGACGTGACCGCCAAGCTTCAGCT.TGCTCACGTCGCAGAAGCACAGGGCATT 
GTTGCCGCAGAGACTATTGCTGGTGCAGAAACTCAGACTCTTGGTGATTACATGATGATGCCACGTGCA 
ACCTTCTGCAACCCACAGGTTTCTTCCTTTGGTTACACCGAAGAGCAGGCCAAGGAGAAGTGGCCAGAT 
CGTGAGATCAAGGTTGCTTCCTTCCCATTCTCTGCAAACGGTAAAGCAGTTGGCCTGGCAGAAACTGAT 
GGTTTCGCAAAGATCGTTGCTGATGCAGAATTCGGTGAGCTGCTCGGTGCACACCTGGTTGGAGCAAAT 
GCATCAGAGCTCATCAATGAATTGGTGCTTGCTCAGAACTGGGATCTCACCACTGAAGAGATCTCTCGT 
AGCGTCCATATTCACCCAACGCTATCTGAGGCAGTTAAGGAAGCTGCACACGGTATCTCTGGACACATG 
ATCAACTTC 

>RXS01260 - downstream 
TAGAATCCACCTCGTTGGCCCTG 



>RXS01261 - upstream 

GTGGGTGTTTTTCATTTTCTTCCACTCTAAAATTAAGTATGGAAAACCAACCGCACCCGGATGCACGAC 
AATGACCCACTAAACACGTATCCTTGAATGC 

>RXS01261 

GTGACTGAACATTATGACGTAGTAGTACTCGGAGCCGGCCCCGGTGGCTATGTCTCCGCCATCCGTGCA 
GCGCAGCTTGGCAAGAAGGTTGCTGTAATTGAGAAGCAGTACTGGGGTGGTGTTTGCCTAAACGTGGGC 
TGCATTCCTTCCAAAGTCTCTGATCAAAAACGC 
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>RXS01261 - downstream 
TGAAGTTGCCCATACCTTTACCC 



>RXS01807 - upstream 

GCTCACCGAGCTGGACACCAAGCTCCGCGCAGTGCAGGAAGAACACGGCGAGCTGGAAATGCAGTGGCT 
GGAACTCGGCGAGGAAATCGAGGGCTAGTTC 

>RXS01807 

ATGCCGTCGGCAGGCGAGGAGATTTTAGAGCAGCGCGCACAGCTGGAGTTTGATCAGCGCCGCGCCGAT 
GTGGTGATGATCGGCAGCCAGGTGGTTTATGGTTCCGTGGGGCTCAGTGCTGCCATTCCGGTGATGCAC 
AACGAAGGCCTCCGCGTGGTCGCTGTCCCCACCGTGGTGTTAAGTTCCATGCCGCGTTATGCAAGTTCT 
CACCGCCAGCCGATGTCGGACCAATGGCTCGCCGACGCGCTGCAAGACCTGGTGGATCTGGGGATTATC 
GATGAGGTTTCCACCATTTCCACCGGCTATTTTACCTCCGCTTCTCAGGTGCGTGTGGTCGCTGCGTGG 
CTGCAGAAAATCCGCGAAACCCATCCGCATGTGCGCATCGTGGTGGATCCCATCATGGGGGACAGTGAC 
GTGGGAATTTATGTCGCCGACGAGATCGCAACCGCCATCTGCCAGGACTTATGCCCTCTGGCTACCGGA 
ATCATTCCCAATGCTTTCGAGCTCTCCCACATGGTTGGCTCCGGCGATCCGCGCTCGCTGCTCGGCCCG 
TTTGGCGAGTGGATCATCATCACCAGCGCCACTGAAACTGTGGGCACCACCGTCACCCGCATCGTCACC 
CGTGACAGCGTCCAGGAAATCGCCTCCGCCACCGTCGATACCACGGCCAAAGGGGCAGGCGACGTCTAC 
GCCGCAGCATTAATCGCCGCCCTGCATAAAGATTTTTCGCTTATCGACGCCGCCAGCCACGCATCCAAC 
ACCGTCTGCGCCGGCCTGCAGACCAAAGCGCTT 

>RXS01807 - downstream 
TAGGTTTCGTCCGTCTCTGACAG 



>RXS02001 - upstream 

GCGGTTTCGTCATGGATAAGGACTGTGTTCGGGACCATTGCGATACTCGTGTCAAAAGGCGATAGTCCA 
GCATAGACCGTGCTTTATCGAAGGTGAACCC 

>RXS02001 

ATGCCCGTTATCAATAGTATCGCCAGTTTTTCCGACGAGATGACCCGCTGGCGGCGTCACCTGCATCAA 
AACCCCGAAATCAGCTTTGATTGTGTGGAAACTGCGGCCTTCGTGGCCGAGCAGCTGCGCAGCTTCGGG 
GTGGATGAAATTCACACCGGCATCGCGAAAACCGGTATCATCGCCCTGATTCACGGGCGCGAGGCTGGC 
CCCGTCGTCGGCCTGCGCGCCGATATGGACGCGCTGCCGCTGACCGAGATTACCGGCGTCGACTATGCC 
TCGACCACCCCCGGAAAAATGCACGCCTGCGGCCACGACGGCCACACGACCATGCTGCTGGGCGCCGCC 
AAATATCTGGCCGAGACGCGCAATTTCGCAGGTACCGTCGCGCTGATCTTCCAGCCTGCGGAAGAAAAC 
GGCGGCGGCGCGGGCGTTATGGTCGATGAAGGCGTCCTCGACCGCTTTGCCATCGCCGAAGTCTACGCC 
CTGCACAACCAGCCCGGCCTGCCGCTTGGCCATTTTATGACGACAGCCGGCCCGATCATGGCCGCTGTC 
GACACGTTCGACATCAACATTACCGGACGCGGCGGCCACGGTGCCAAACCGCACCAAACCCGCGACCCC 
ATCGTCGCAGCCGTCGGAATTGTCCAAGCGTTTCAAACGATAGTCAGCCGGAATCACAATCCGGTCGAG 
GACCTTGTCGTGTCGGTCACGCAAATCCACACCGGCAGCGCCGATAATATCATCCCCGAAACCGCCTAT 
ATCAACGGCACTGTCCGCACCTTCAACAAAGACGTGCAGGCCATGGTCATCACGCGGATGGAAGAAATC 
GTCGCGGGCCAAGCTGCAGCCTATGGGGTCGAGGCGACGCTGACCTACAACCGCAACTATCCCGCCACC 
ATTAACGACGCCGCCAAAGCCGCCATCGCTGCCGAAGTCGCGGGCGAGGTCGGCCTCGGGGTCAACCCG 
AACGGCTCGCGCGGGATGGGGGCCGAGGATTTCTCGTATTTCCTCGAAAAGCGCCCGGGTGCCTACCTG 
TTCGTCGGTAATGGCGACAGCGCGGGCCTTCACAACCCCGCCTATAATTTCAACGACGAGGCCGCGCCC 
TACGGCGCATCGTTCTTGGCCCGCATGGCAGAACGCCCCTTGCCGTTAAAGGGC 

>RXS02001 - downstream 
TGATCCATGGCGCTCGAAGATGC 



>RXS02021 - upstream 

TTGGGTCGCCGAGGAGATCTAATCCTGGTTTGAGTTCAGAGTTCACAGGTTTAAGCCTACAAACCTTAG 
TTAAAACATGATGGAAGCGGTCGATTAAAAA 

>RXS02021 

ATGAGTGAAAACATTCGCGGAGCCCAAGCAGTTGGAATCGCAAATATCGCCATGGACGGGACCATCCTG 
GACACGTGGTACCCAGAACCCCAAATTTTCAACCCGGATCAGTGGGCTGAACGCTACCCATTGGAAGTG 
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GGCACCACACGCCTCGGAGCAAACGAACTCACCCCACGGATGCTGCAGTTGGTAAAACTGGACCAAGAT 
CGCCTCGTCGAACAGGTAGCAGTCCGCACCGTTATCCCCGATCTGTCTCAACCTCCAGTAGACGCGCAC 
GATGTTTACCTGCGCCTCCACCTGCTTTCCCACCGGCTGGTCCGCCCCCACGAAATGCACATGCAAAAC 
ACCTTGGAGCTGCTGTCCGACGTGGTGTGGACAAACAAGGGCCCTTGCCTTCCTGAAAACTTTGAGTGG 
GTGCGTGGTGCTCTGCGGTCCCGCGGACTCATCCACGTCTACTGTGTGGACCGTCTTCCCCGCATGGTC 
GACTATGTGGTTCCCCCTGGAGTCCGCATCTCCGAAGCAGAACGCGTGCGCCTAGGTGCATACCTTGCT 
CCGGGTACCTCTGTGCTGCGTGAAGGTTTCGTGTCTTTCAACTCCGGCACCTTGGGTGCCGCAAAGGTG 
GAAGGCCGCCTGAGTTCCGGTGTGGTCATCGGTGAAGGTTCCGAGATTGGACTGTCTTCTACTATTCAG 
TCCCCGAGAGATGAACAGCGCCGCCGTTTGCCGTTGAGCATCGGCCT^AAACTGCAACTTTGGTGTCAGC 
TCCGGAATCATCGGAGTCAGTCTGGGAGACAATTGCGACATCGGAAATAACATTGTCTTGGATGGAGAT 
ACCCCCATTTGGTTCGCAGCCGATGAGGAGTTACGCACTATCGACTCCATCGAAGGCCAAGCAAATTGG 
TCAATCAAGCGTGAATCCGGCTTCCATGAGCCAGTTGCCCGCCTCAAAGCT 

>RXS02021 - downstream 
TGACCCATTTTCATAACCAGTGC 



>RXS02101 - upstream 

GCCATGGAATGCTCCGTTGAACGCAACAGCCTTAAATACAATCCCCTCCTATAAGCCAAGAGTTTTAGT 
GTCGCTGCGCAGGTACTCTACTATCTAATCC 

>RXS02101 

ATGAGCCGCATTTCAGAACTTCTAAACAATCATGGTGTTGATCTGTCGTGGCAAGAGGCCGCATATCAG 
GATTTCCACGAACATCCTGAGCTCTCCGGCTTCGAATCAGAGACCGCAGATCGCATTCAGAAATACCTC 
GAGCGTTTTGATTGTGAGGTGATTCCAAATGTTGGCGGTTACGGCATTCTGGCCGTGTTCCGAAATGGG 
TCGACAGATCCTGGTGCCCCTGTTGCGTTAATGCGCGCAGATTTCGATGGCCTTCCCGTCAAGGAAATC 
ACCGGAGTTCCGTTTGCTTCCACTCGTATGCGTCCGCATGATGGGGCAAATGTCCATGTCATGCACGCA 
TGCGGCCACGATGTCCACGTCACCGCGCTGCTTGGTGCGTGTGCCATTTTAGATGAGCGTCGCGATGCA 
TGGGAAGGCACGTTCATCGCGTTGTTCCAGCCATCGGAGGAAAACTCCCAAGGCGCTAACAAGATGGTC 
GCCGGCGGTTTAGTTGATCTGATCCCACGCCCTGATGTGTGCTTTGGCCAGCATGTAGTCCCCGGTGCT 
GCAGGAACCGTGATGAGCATGCCTGGCGGTGCTCTCGCTGCCTGCGATTCCATTGAAATCCGCATTCAG 
GGTCGCAGCGCCCATGGTTCCATGCCTCATAATTCCATCGATCCCACTTATGTTGCAGCGATGATTGTC 
GTGCGACTCCAAGGAATCGTGGGCCGCGAGGTTTCTCCAGAGGATTTCGCCGTTATTTCTGTGGGCACC 
CTCCAGTCGGGCAACACCAACAACACCATTCCAGCAAGTGCTCGTTTGGTGTTGAACTGCCGTTTCTAC 
AACGACAAAGTCAAGCACAAGGTCTACCGAGCCATCGAACGTGTTGTCCGTGGTGAATGCCTTGCTTCC 
GGTATTGAGGAAGAACCTGTCATTGAGTACTTCGCCCACGGTGATCTCACCAACAACACCCCTGTTGTC 
TTCGATACTGTGCGCCCTGTCTTCGACGATGTTTTCGGCGAGGATTCTATTGACGCTTACCGGTGGACT 
GCGTCGGAGGATTTCCCCTCCATTCCTAAGGCATTCAACAGCCCTTACCTGTACTGGACGATTGGTGTC 
ACGCCGCGCGATCAGTGGACAGAAGCCGTAGAAAGAGACCGCGTGGCATCGGATGTGCCAGCCAATCAC 
ATGGGAGATTTCCTCCCTGATTATGCGCCGACGATGTCCGCTGCCACCCGCGCAGCCGCAGCCGCGCTG 
CTGACCTACTTGGGAACTAAC 

>RXS02101 - downstream 
TAATCATCTAGTTTTCTGCGACG 



>RXS02157 - upstream 

GGGTGGAATTGGCACGATGGTGCTGCCGGATGTTTTTGATCGGGAGAATTATCCTGAAGGCACCGTTTT 
T AG AAAAG AC G AC AAGGAT G G G G AAC T G T AA 

>RXS02157 

ATGAGCACGCTGGAAACTTGGCCACAGGTCATTATT71ATACGTACGGCACCCCACCAGTTGAGCTGGTG 
TCCGGCAAGGGCGCAACCGTCACTGATGACCAGGGCAATGTCTACATCGACTTGCTCGCGGGCATCGCA 
GTCAACGCGTTGGGCCACGCCCACCCGGCGATCATCGAGGCGGTCACCAACCAGATCGGCCAACTTGGT 
CACGTCTCAT^ACTTGTTCGCATCCAGGCCCGTCGTCGAGGTCGCCGAGGAGCTCATCAAGCGTTTTTCG 
CTTGACGACGCCACCCTCGCCGCGCAAACCCGGGTTTTCTTCTGCAACTCGGGCGCCGAAGCAAACGAG 
GCTGCTTTCAAGATTGCACGCTTGACTGGTCGTTCCCGGATTCTGGCTGCAGTTCATGGTTTCCACGGC 
CGCACCATGGGTTCCCTCGCGCTGACTGGCCAGCCAGACAAGCGTGAAGCGTTCCTGCCAATGCCAAGC 
GGTGTGGAGTTCTACCCTTACGGCGACACCGATTACTTGCGCAAAATGGTAGAAACCAACCCAACGGAT 
GTGGCTGCTATCTTCCTCGAGCCAATCCAGGGTGAAACGGGCGTTGTTCCAGCACCTGAAGGATTCCTC 
AAGGCAGTGCGCGAGCTGTGCGATGAGTACGGCATCTTGATGATCACCGATGAAGTCCAGACTGGCGTT 
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GGCCGTACCGGCGATTTCTTTGCACATCAGCACGATGGCGTTGTTCCCGATGTGGTGACCATGGCCAAG 
GGACTTGGCGGCGGTCTTCCCATCGGTGCTTGTTTGGCCACTGGCCGTGCAGCTGAATTGATGACCCCA 
GGCAAGCACGGCACCACTTTCGGTGGCAACCCAGTTGCTTGTGCAGCTGCCAAGGCAGTGCTGTCTGTT 
GTCGATGACGCTTTCTGCGCAGAAGTTGCCCGCAAGGGCGAGCTGTTCAAGGAACTTCTTGCCAAGGTT 
GACGGCGTTGTAGACGTCCGTGGCAGGGGCTTGATGTTGGGCGTGGTGCTGGAGCGCG 

>RXS02157 - downstream 
T AAAGG AC T CAAAC T T AT GAC T T 



>RXS02197 

GCCGAACGCATGCGCTTTAGCTTCCCACGCCAGCAGCGCGGCAGGTTCTTGTGCATCGCGGATTTCATT 
CGCCCACGCGAGCAAGCTGTCAAGGACGGCCAAGTGGACGTCATGCCATTCCAGCTGGTCACCATGGGT 
AATCCTATTGCTGATTTCGCCAACGAGTTGTTCGCAGCCAATGAATACCGCGAGTACTTGGAAGTTCAC 
GGCATCGGCGTGCAGCTCACCGAAGCATTGGCCGAGTACTGGCACTCCCGAGTGCGCAGCGAACTCAAG 
CTGAACGACGGTGGATCTGTCGCTGATTTTGATCCAGAAGACAAGACCAAGTTCTTCGACCTGGATTAC 
CGCGGCGCCCGCTTCTCCTTTGGTTACGGTTCTTGCCCTGATCTGGAAGACCGCGCAAAGCTGGTGGAA 
TTGCTCGAGCCAGGCCGTATCGGCGTGGAGTTGTCCGAGGAACTCCAGCTGCACCCAGAGCAGTCCACA 
GACGCGTTTGTGCTCTACCACCCAGAGGCAAAGTACTTTAACGTC 

>RXS02197 - downstream 
T AAC AC C T T T GAG AG G GAAAAC T 



>RXS02234 - upstream 

ACCCAGAGGCCGCTGCCGGCCCAAATGATGCAAGCCCCCTGTTTGACCAGTTTGTTGAGCTGATGGATG 
CAGACGCTCAGAAGAAAGGCGCATAAATAAC 

>RXS02234 

ATGCCAAAGCGTTCAGATATTAACCACGTCCTCGTCATCGGTTCCGGCCCCATCGTCATTGGCCAGGCA 

TGTGAATTCGACTACTCCGGCACCCAGGCTTGCCGCGTGCTGAAGGAAGAGGGACTGCGCGTCACCCTC 

ATCAACTCCAACCCAGCAACGATCATGACCGACCCAGAAATGGCTGACCACACCTACGTGGAGCCAATC 

GAGCCGGAATACATCGACAAGATTTTCGCTAAGGAAATCGAGCAGGGCCACCCAATCGACGCCGTCCTG 

GCAACCCTTGGTGGCCAGACTGCACTTAACGCAGCTATCCAGCTGGATCGCCTCGGCATCCTGGAAAAG 

TACGGCGTTGAACTCATCGGTGCAGACATCGATGCCATTGAGCGCGGCGAAGATCGCCAGAAGTTCAAG 

GATATTGTCACCACCATCGGTGGCGAATCCGCGCGTTCCCGCGTCTGCCACAACATGGAAGAAGTCCAC 

GAGACTGTCGCAGAACTCGGCCTTCCAGTAGTCGTGCGTCCATCCTTCACTATGGGTGGCCTGGGCTCC 

GGTCTTGCATACAACACCGAAGACCTTGAGCGCATCGCTGGTGGCGGACTTGCTGCATCTCCTGAAGCA 

AACGTCTTGATCGAAGAATCCATCCTTGGTTGGAAGGAATTCGAGCTCGAGCTCATGCGCGATACCGCA 

GACAACGTTGTGGTTATCTGCTCCATTGAAAACGTCGACGCACTGGGCGTGCACACCGGCGACTCTGTC 

ACCGTGGCACCTGCCCTGACCCTGACTGACCGTGAATTCCAGAAGATGCGCGATCAGGGTATCGCCATC 

ATCCGCGAGGTCGGCGTGGACACCGGTGGATGTAACATCCAGTTCGCCATCAACCCAGTTGATGGCCGC 

ATCATCACCATTGAGATGAACCCACGTGTGTCTCGTTCCTCCGCTCTGGCATCCAAGGCAACGGGCTTC 

CCAATTGCCAAGATGGCTGCCAAGCTGGCTATCGGATACACCCTGGATGAGATCACCAACGACATCACT- 

GGTGAAACCCCAGCTGCGTTTGAGCCCACCATCGACTACGTCGTGGTCAAGGCCCCACGCTTTGCTTTC 

GAGAAGTTTGTCGGCGCTGATGACACTTTGACCACCACCATGAAGTCCGTCGGTGAGGTCATGTCCCTG 

GGCCGCAACTACATTGCAGCACTGAACAAGGCACTGCGTTCCCTGGAAACCAAGCAGCAGGGTTTCTGG 

ACCAAGCCTGATGAGTTCTTCGCAGGGGAGCGCGCTACCGATAAGGCAGCTGTTCTGGAAGATCTCAAG 

CGCCCAACCGAAGGCCGCCTCTACGACGTTGAGCTGGCAATGCGCCTTGGCGCAAGCGTGGAAGAACTC 

TACGAAGCATCTTCTATTGATCCTTGGTTCCTCGCCGAGCTTGAAGCTCTCGTGCAGTTCCGCCAGAAG 

CTCGTTGACGCACCATTCCTAAACGAAGATCTCCTGCGCGAAGCAAAGTTCATGGGTCTGTCCGACCTG 

CAGATCGCAGCCCTTCGCCCAGAGTTCGCTGGCGAAGACGGCGTACGCACCTTGCGTCTGTCCCTAGGC 

ATCCGCCCAGTATTCAAGACTGTGGATACCTGTGCAGCAGAGTTTGAAGCTAAGACTCCGTACCACTAC- 

TCCGCATACGAGCTGGATCCAGCAGCTGAGTCTGAGGTCGCACCACAGACTGAGCGTGAAAAGGTCCTG 

ATCTTGGGCTCCGGTCCAAACCGCATCGGCCAGGGCATCGAGTTCGACTACTCCTGTGTTCACGCAGCT 

CTTGAGCTCTCCCGCGTCGGCTACGAAACTGTCATGGTCAACTGCAACCCAGAGACCGTGTCCACCGAC 

TACGACACCGCTGACCGCCTGTACTTCGAGCCACTGACCTTCGAAGACGTCATGGAGGTCTACCACGCT 

GAGGCGCAGTCCGGCACCGTCGCAGGTGTTATCGTCCAGCTTGGTGGCCAGACTCCTCTGGGCTTGGCA 

GATCGTTTGAAGAAGGCTGGCGTCCCTGTCATTGGTACCTCCCCAGAGGCAATCGACATGGCTGAGGAC 

CGTGGCGAGTTCGGTGCACTGCTGAACCGCGAGCAGCTTCCTGCTCCAGCATTCGGCACCGCAACCTCT 

TTCGAAGAGGCTCGCACAGTAGCCGATGAGATCAGCTACCCAGTGCTGGTTCGCCCTTCCTACGTCTTG 
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GGTGGCCGTGGCATGGAGATTGTCTACGATGAGGCTTCCCTCGAGGATTACATCAACCGCGCAACTGAG 
TTGTCTTCTGACCACCCAGTGCTGGTTGACCGCTTCCTAGACAACGCTATTGAGATCGACGTCGACGCA 
CTGTGCGACGGCGACGAGGTCTACCTGGCAGGCGTCATGGAGCACATCGAGGAAGCCGGCATTCACTCC 
GGTGACTCCGCATGTGCACTTCCTCCAATGACTTTGGGCGCACAGGACATCGAGAAGGTCCGCGAAGCA 
ACCAAGAAGCTGGCTCTGGGCATCGGTGTACAGGGCCTGATGAACGTCCAGTACGCACTCAAGGACGAC 
ATCCTCTACGTCATCGAGGCAAACCCACGTGCATCCCGCACCGTGCCGTTCGTCTCCAAGGCAACGGGC 
GTCAACCTGGCCAAGGCAGCATCCCGTATCGCAGTGGGCGCCACCATCAAGGATCTCCAAGATGAGGGC 
ATGATTCCTACCGAGTACGACGGCGGCTCCTTGCCACTGGACGCTCCAATCGCTGTGAAGGAAGCAGTG 
TTGCCGTTCAACCGCTTCCGTCGCCCAGATGGAAAGACCCTGGACACCCTGCTTTCCCCAGAGATGAAG 
TCCACTGGCGAGGTCATGGGCTTGGCCAACAACTTCGGCGCTGCATATGCAAAGGCTGAAGCTGGCGCG 
TTTGGTGCATTGCCAACCGAAGGCACCGTCTTCGTGACCGTGGCTAACCGCGACAAGCGCACCCTGATC 
CTGCCAATCCAGCGCCTGGCGTTGATGGGCTACAAGATCCTCGCCACCGAAGGCACCGCAGGCATGCTG 
CGCCGCAACGGCATTGAGTGTGAAGTTGTGCTCAAGGCTTCCGACATCCGCGAAGGTGTAGAGGGCAAG 
TCCATCGTGGATCGTATCCGCGAAGGCGAAGTTGACCTCATCCTCAACACCCCAGCTGGTTCTGCTGGC 
GCTCGCCACGATGGCTACGATATCCGCGCAGCAGCAGTGACCGTGGGTGTTCCGCTGATCACCACTGTT 
CAGGGTGTCACCGCAGCTGTCCAGGGCATAGAGGCCCTGCGTGAGGGCGTTGTCAGCGTCCGCGCGCTG 
C AG G AAC T C G AC C AC GC AG T C AAG G C T 

>RXS02234 - downstream 
TAAGCCCTATGACATTCGGCGAG 



>RXS02262 - upstream 

GCACCAATTTCGGACCTGAAATCCCCGAGGAAACCGTGCCCGACGCCGTGCAGGTGGGCGTCGATAAGC 
AAAAAATCGCTGATACTCGAAAGGCCTCAAA 

>RXS02262 

ATGACCGCAACCTACACCACTGAAACCGCCATCAATTTCTTGTTCTTGAGCGAACCGGACATGATCGCG 
GCCGGAGTCAAAGACGTCGCGCAATGCGTCGATGTCATGGAGGAAACGCTCGTGCTCTTGGCGCAGGGC 
GACTACAAAATGGCCGGTTTGAACTCCAACTCGCATGGCGCGATGATCACCTTCCCGGAAAACCCAGAA 
TTTGAAGGCATGCCCAAGGACGGCCCCGACCGCCGATTCATGGCGATGCCCGCATACCTCGGCGGGCGA 
TTCAAAAACACCGGCGTGAAGTGGTACGGATCCAACGCGGAAAACAAGGCCTCAGGCTTGCCTCGCTCG 
ATCCACACCTTCGTCCTCAACGACACGGTCACCGGTGCACCGAAGGCCATCATGTCCGCGAACCTGCTG 
TCCGCCTACCGCACCGGCGCGGTTCCCGGCGTGGGCGTGAAGCACTTAGCGGTCGCCGACGCGACAACC 
TTGGCTGTCGTCGGACCTGGTGTCATGGCGAAAACCATCACCGAAGCGTGCATCGCAGAGCGCCCAGGA 
ATCACCACCATCAAGATCAAGGGACGCAGCGAACGCGGCATCAACGCCTTTGCAACATGGGCGTTGGAA 
AAATTCCCCGAGATCGAAGTGGTCGCCGTCGGATCTGAAGAAGACGTGGTCAAAGACGCCGACATCGTC 
ATCGCCGCCACCACCACGGACGCCGCCGGCTCCTCCGCCTTCCCATACTTCAAAAAAGAATGGCTCAAG 
CCGGGCGCATTGCTGCTGCTTCCAGCCGCCGGTCGCTTCGACGACGCTTATTTGCTTGACGACGCCCGC 
CTCGTTGTTGACTACATGGGGCTCTACGAAGCCTGGGCAGAAGAATACGGCCCACAGGCCTACCAACTA 
CTCGGCATTCCAGGAACCCACTGGTACGACCTGGCGCTGCAAGGAAAACTCGACCTTGCAAAGATTTCC 
CAGATTGGCGATATCTGCTCCGGCAAGCTACCCGGACGCACCAACGAT GAGGAAATCATCCTCTATTCC 
GTCGGCGGCATGCCAGTAGAAGACGTCGCCTGGGCAACCCAAGTGTATGAAAACGCCCTGGAAAAAGGC 
GTCGGCACCACATTGAACCTGTGGGAATCACCCGCACTGGCT 

>RXS02262 - downstream 
T GAG AG AAG AAAC AAC AAT GAAA 



>RXS02299 - upstream 

ACGCGGGGGTTGTTGCCGGATCGAAATATTCCTTTCCTTGTCATCTCACGCTATGATTTCTAAAACTTG 
C AG G AC AAC C C C CAT AAG G AC AC C AC AG G AC 

>RXS02299 

ATGCTGCGCACCATCCTCGGAAGTAAGATTCACCGAGCCACTGTCACTCAAGCTGATCTAGATTATGTT 
GGCTCTGTAACCATCGACGCCGACCTGGTTCACGCCGCCGGATTGATCGAAGGCGAAAAAGTTGCCATC 
GTAGACATCACCAACGGCGCTCGTCTGGAAACTTATGTCATTGTGGGCGACGCCGGAACGGGCAATATT 
TGCATCAATGGTGCCGCTGCACACCTTATTAATCCTGGCGATCTTGTGATCATCATGAGCTACCTTCAG 
GCAACTGATGCGGAAGCCAAGGCGTATGAGCCAAAGATTGTGCACGTGGACGCCGACAACCGCATCGTT 
GCGCTCGGCAACGATCTTGCGGAAGCACTACCTGGATCCGGGCTTTTGACGTCGAGAAGCATT 
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>RXS02299 - downstream 
TAGCGTTTTAGCTCGCCAATATT 

>RXS02315 - upstream 

CGTTTGGAAACGCTTGCTGCCAGCAAAGATAGGCGTGATTGGTGGTTTGAGCGCGTGCGTGAATCGTAT 
C CG T AC C T GG AG AC GAT C TAG AC TGTTGTGC 

>RXS02315 

ATGTCCAGCACGCCAGCTCAAGATCTTGCCCGCGCCGTTATTGATTCCCTCGCACCACACGTCACTGAC 
GTGGTGTTATGCCCAGGATCCAGGAACTCACCGTTGTCGCTTGAGTTGCTGGCGCGGCAGGATCTGCGT 
GTCCATGTGCGTATCGACGAGCGCAGCGCCTCATTTTTGGCGCTGTCCCTAGCGCGTACCCAGGCCCGG 
CCGGTGGCTGTGGTGATGACCTCCGGCACGGCTGTAGCTAACTGCCTGCCTGCTGTTGCTGAAGCTGCG 
CATGCCCATATCCCGTTGATTGTGCTCTCTGCTGACCGTCCTGCACATTTGGTGGGAACGGGGGCGAGC 
CAAACGATTAACCAGACCGGTATTTTTGGTGATCTTGCACCGACGGTCGGTATCACTGAGCTGGATCAG 
GTAGCGCAGATTGCTGAAAGCCTTGCTCAGGGGGCTTCCCAGATTCCGCGTCATTTCAATCTTGCACTT 
GATGTTCCTTTGGTTGCTCCTGAACTGCCAGAGCTTCATGGTGAGGCAGTTGGAGCATCATGGACGCAT 
CGCTGGATCAACCACGGTGAGGTGACCGTGGACCTGGGGGAGCACACCCTCGTGATTGCCGGTGATGAA 
GCATGGGAAGTGGAAGGGCTGGAAGATGTGCCCACCATCGCTGAACCTACTGCACCAAAGCCTTATAAT 
CCGGTGCACCCACTGGCTGCTGAAATCTTGCTGAAGGAGCAGGTCTCCGCGGAAGGCTATGTGGTAAAC 
ACCAGGCCTGATCATGTGATCGTGGTGGGACACCCCACGCTGCACCGCGGAGTGTTGAAGTTGATGTCA 
GATCCTGGCATTAAATTAACTGTGCTTTCACGCACCGATATCATCACTGATCCCGGCCGCCATGCCGAT 
CAGGTGGGCAGCACAGTGAAAGTCACCGGCACCCAGGAAAAGCAGTGGCTAAAGATCTGTTCGGCAGCA 
TCAGAACTTGCGGCCGATGGTGTGCGTGACGTCCTGGACAACCAAGAATTCGGTTTCACCGGCCTCCAT 
GTTGCCGCAGCCGTGGCGGATACCTTAGGCACCGGCGATACTCTCTTTGCTGCAGCATCCAACTCAATC 
CGTGACCTCTCCCTGGTGGGTATGCCTTTTGATGGCGTGGATACCTTCTCCCCACGAGGTGTCGCAGGC 
ATTGATGGTTCTGTTGCTCAAGCAATCGGCACTTCACTTGCTGTGCAGTCCCGCCACCCCGATGAAATC 
CGCGCGCCACGCACTGTGGCCCTTCTGGGCGATCTGTCGTTCCTTCACGATATTGGCGGACTGCTCATC 
GGCCCTGATGAACCACGCCCAGAAAACCTCACCATCGTGGTCTCCAACGACAACGGTGGCGGAATCTTC 
GAACTCCTAGAAACCGGCGCAGATGGTCTCCGCCCCAACTTCGAGCGTGCTTTCGGTACCCCACACGAC 
GCGTCCATCGCGGATCTCTGCGCAGGCTACGGCATTGAACACCAAGTGGTAGACAACCTCCAAGACCTC 
ATCATCGCGCTAGTTGATACCACCGAAGTATCCGGATTCACCATTATTGAAGCTTCGACCGTCCGAGAT 
ACCCGCCGTGCACAACAGCAAGCTCTCATGGACACGGTGCAC 

>RXS02315 - downstream 
TAAATGGAGTGGTACCAAGTGCG 



>RXS02319 - upstream 

ATGTGGGTGAGATAACCGACCGTGATGTCGCCCTAGCAAAAGTCATCGACGCCCACGCCAAGACCTTGG 
CC AT TTCGGCAGAGGCT T AAGGT TAAAGAT T 

>RXS02319 

ATGAGCAACTACAGCACCGACAACCCTTTTGATCCCACCCAATGGGCCACCGTTCCAGGTTTTGAAGAA 
TTCACCGACATCACCTACCACCGCCACGTGGGCACCACCCGCGCCGATGGCATCGTGCGCATCGCCTTC 
GACCGCCCCGAAGTTCGCAATGCTTTCCGCCCCCACACCGTCGACGAGCTTTACCAAGCCCTCGACCAC 
GCGCGCCGGACCCCAGATGTTGGAACCATCCTGCTCACCGGCAACGGCCCCAGCGAAAAAGACGGTGGC 
TGGGCGTTCTGCTCCGGCGGCGACCAACGCATCCGCGGGCGCTCCGGCTACC7VATACGCCACCGAACAC 
GCGCGCGACGATGCCACCGCTGATGTCTTCACGGTAGATATTGCCCGCACCAAAGTTGAAGGCGGACGC 
CTCCACATTTTGGAAGTCCAACGCCTCATCCGCACCATGCCTAAAGTTGTCATCGCAGTAGTCAACGGC 
TGGGCAGCCGGCGGTGGGCACTCCCTCCATGTCGTTTGCGACCTCACCATCGCTTCCCGCCAAGAAGCA 
CGCTTCAAGCAAACCGACGCTGACGTGGGATCCTTCGACGCTGGCTACGGCTCCGCCTACCTAGCGAAA 
ATGGTCGGACAGAAAAACGCCCGCGAAATCTTCTTCCTCGGACGCACCTACGACGCCGAACGCATGCAA 
CAAATGGGCGCAGTCAACATCGTGGCCGACCACGGCGACCTAGAAAAAGAAGCCATCCAAGCAGCCCGC 
GAAATCAACACCAAATCCCCCACCGGGCAACGCATGCTGAAATTCGCCTTCAATCTCACCGACGATGGC 
CTCATGGGACAACAAGTCTTCGCCGGCGAAGCCACCCGCCTGGCCTACATGACGGATGAAGCCGTAGAG 
GGTAAGGAAGCATTCCTAGAAAAGCGCGAACCCAACTGGAATGAATTCCCTTACTACTAC 

>RXS02319 - downstream 
TAGTGAGTTCATGGGGTCCTAAA 
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>RXS02550 - upstream 

GATCTTAGGCAGCCGTGGGATTACACCCTTTTAGAGCTAGAACAGTAAAAATTCACCCAATAGCTTTCA 
AC T AC G C A C AC AAAG T G G C AAC A T T GAG C G G 

>RXS02550 

GTGACTACAGACAAGCGCAAAACCTCTAAGACCACCGACACCGCCAACAAGGCTGTGGGCGCGGATCAG 
GCAGCGCGTCCCACTCGGCGAACAACTCGCCGCATCTTCGATCAGTCGGAGAAGATGAAGGACGTGCTG 
TACGAGATCCGTGGCCCGGTGGCCGCGGAGGCGGAACGCATGGAGCTTGATGGGCATAACATCTTAAAG 
CTCAACACGGGAAATCCAGCCGTGTTCGGATTCGATGCCCCCGACGTGATTATGCGTGACATGATCGCC 
AACCTTCCAACTTCCCAAGGGTATTCCACCTCCAAAGGCATTATTCCGGCCCGGCGAGCAGTGGTCACC 
CGCTACGAAGTTGTGCCCGGATTCCCCCACTTCGATGTTGATGATGTGTTCTTAGGCAACGGTGTCTCA 
GAACTAATCACCATGACCACCCAAGCACTCCTCAACGACGGCGATGAAGTTCTTATCCCCGCACCGGAC 
TACCCACTGTGGACTGCCGCAACCTCCCTGGCTGGTGGTAAGCCTGTGCACTACCTCTGTGATGAGGAA 
GATGACTGGAACCCATCCATCGAAGACATCAAGTCCAAAATCTCAGAGAAAACCAAAGCTATTGTGGTG 
ATCAACCCCAACAACCCCACGGGAGCTGTCTACCCGCGCCGGGTGTTGGAACAAATCGTCGAGATTGCA 
CGCGAGCATGACCTGCTGATTTTGGCCGATGAAATCTACGACCGCATTCTCTACGATGATGCCGAGCAC 
ATCAGCCTGGCAACCCTTGCACCAGATCTCCTTTGCATCACATACAACGGTCTATCCAAGGCATACCGC 
GTCGCAGGATACCGAGCTGGCTGGATGGTATTGACTGGACCAAAGCAATACGCACGTGGATTTATTGAG 
GGCCTCGAACTCCTCGCAGGCACTCGACTCTGCCCAAATGTCCCAGCTCAGCACGCTATTCAGGTAGCT 
CTGGGTGGACGCCAGTCCATCTACGACCTCACTGGCGAACACGGCCGACTCCTGGAACAGCGCAACATG 
GCATGGACGAAACTCAACGAAATCCCAGGTGTCAGCTGTGTGAAACCAATGGGAGCTCTATACGCGTTC 
CCCAAGCTCGACCCCAACGTGTACGAAATCCACGACGACACCCAACTCATGCTGGATCTTCTCCGTGCC 
GAGAAAATCCTCATGGTTCAGGGCACTGGCTTCAACTGGCCACATCACGATCACTTCCGAGTGGTCACC 
CTGCCATGGGCATCCCAGTTGGAAAACGCAATTGAGCGCCTGGGTAACTTCCTGTCCACTTACAAGCAG 

>RXS02550 - downstream 
TAGTAGTTGTTAGGATTCACCAC 



>RXS02556 - upstream 

TGCCATCATATTAAGGCCAAATTGCTTGGATCCTGGGATTTATTTAATTAGATTAAATCCGTAGAAATT 
AGCCCATGAAGCATGGAAAGGCGAAAACCCC 

>RXS02556 

TTGATCGTTTCCACCCAGCCCATTACTGATCGCAGCGCACTCTCGGCAGAACACGCAGAGGTGATCAAA 
GCAACGCTTCCTCTCGTGGGCGGCAAGATTAATGAGATCACGCCGGTTTTCTACAACAAGATGTTTGCG 
GCTCACCCAGAATTGATCGCTAACACCTTCAACCGTGGCAATCAGAAGCAAGGCGATCAGCAGAAGGCG 
CTGGCGGCTTCGATTGCAACGTTTGCCACCATGCTCGTTACTCCTGATGCTCCTGACCCAGTTCAGCTG 
CTGTCCCGCATTGGCCACAAGCACGTGTCCCTCGGCATTACTGCTGATCAGTACGACATTGTTCACGAG 
CACCTGTTCGCCGCAATCGTTGAGGTTTTGGGAGCGGAAACTGTCACCGCACCTGTCGCTGAAGCCTGG 
GATGCTGTCTACTGGATCATGGCAAATGTGCTGATCGGTTTTGAGAACAACCTTTATGCTTCCAACGAT 
CTGGAGCCTGGCGACGTCTTCCGCGAAGTCACCGTGACCGCGAAGAAGCAGCTCAGCGCAACCGTCTGG 
GAATACACCCTGGCAGGTGAGCTGGTTGCCCCAGAGCCAGGTCAGTACACCTCCATCGGAGTAGTGCTT 
GACGACGGCGCCCGCCAGCTGCGCCAGTACAGCTTGCTCGGCGGCTCCGACACCGAGTACCGCATTGCG 
GTTGAGGATAACGGCGAGGTTTCTGGATTCCTGCGTGATCGCGTATCCGTTGGTGACAAGATTGAAGCC 
ACCATCGCGGCCGGCGACCTGGTTCTTAACAAGGACACCAATCCAGTTGTGCTGATTTCCCAGGGCATC 
GGCTCCACCCCAATGGTGGGCATGCTCGCAGGTATGAACCCTGAACGTGACGTTGTGGTTTTGCATGCT 
GACCAGGCCGAGTCCACCTACGCGCAGGTGGAGGAAGTGCAGGGGCTCGTCGAAAAGCTCCCTAAGGCT 
GCGTTTGAAATCTTCTACCGCGACAACGACCAGTGGCTCGAGGTCGCTGGCCGCATTCCATCAGGTGCG 
TCCGTGTACCTGTGCGGTGGCGTGGAATTCTTGAAGAACGTGCGTGAGCAGATCGAGGCGCTCGATGAG 
CAGCCTCGCGACGTAAACTTCGAGCTCTTCGCACCAAACGACTGGCTGATTTCC 

>RXS02556 - downstream 
TAAGCCCACACCCCAGAACTTCC 



>RXS02560 - upstream 

TTGGGGCAAGCCAGCTAACGCATTTCTTGTGGAAACCGCAGACATTGAGGCCGCCCACGCGGAACTTCT 
AAG AG C AG T G G AAT G AAAT AAT CCGGTGCTG 

>RXS02560 
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ATGCAGGGCAACTCGCTTAATCTGGCAGACAACAGCGAGAGAAAGAAGCCCATGCCGTCACCAGGAGAA 
CTTTTAGCCGCCCGCTACGGACAACCTGCAACCTGGACGCCACCGCAGTGGAATGAGACGCTTGATGTC 
AT T C AC C AG CAT C GAT C AG T T C G C AG G T G G T T G G AT AAAC C G G T T GAT GAT G AC AC CAT C C G C AC CAT T 
ATTTCCGCCGCACAATCGGCTGGAACCTCTTCCAATAAGCAGGTCATTTCTGTCATCGTGGTTAAAGAT 
CCTGAGCTGAGGAAAGGCCTCGCGGGGATCACTCGCCAGATGTTTCCGCACCTTGAGCAGGTTCCCGCG 
GTGCTGATTTGGTTGATTGATTATTCCCGAATCAGTGCGGTGGCAGCCAGAGAAGATCTCCCAACAGGG 
GCTCTTGATTATCTCGATGAGGCCGCGTGGGGGTTCCTCGACGCCGGAATCGCAGCTCAAAACGCTGCA 
ATTGCTGCGGAGTCACTTGGATTGGGAACGCTCTATTTGGGTTCGGTGCGCAACGATGCGGAAGCCGTG 
CACAAATTGCTTGGCCTTCCACCTGAGATCGTGCCTGTCGTGGGCTTGGAAATGGGGCATGCGGATCCG 
CCTGAACCTGCCGGAATTAAACCTCCCCTGCCACAAGAAGCCATTGTTCACTGGGATACCTACACCGAG 
AAAAACCTCGAACTTATCGATTCCTACGACCGCGCCCTCGACACTTACTATTCTCGCTACGGCCAGCAC 
CAGCTCTGGTCGAAGCAGACGGCGCATAGGGCGGCGTCGAAAAGCTTTTCAAAAACCAACAGGCAGTTC 
CTTAGGGGCGTGTTTGAGCGCGCCGGGTTTGGGCTGAGA 

>RXS02560 - downstream 
TAAAAGCATGATTATGGACGCCT 



>RXS02565 - upstream 

GGAAATTCGATACAGTGCGATGACGCGATATTAGAAAGAAAAAGATGCGCTTTACGACGAAACCCTCAC 
CCTCCTTCAGGAACTTATCCGCAACGCCTGC 

>RXS02565 

GTGAATGATCTAACCCCAGATTCAGGTCAGGAAATTAGAAACGCGGAAAGCCTAGAACGTTTCTTTGAA 
GGAACCCCCAACGTTAAAATCACCAAGCTGGAACCGCATCCGGGCCGGACCTCAATTATCGTGACTGTT 
CCAGGCAGCGATCCAGATGCTGAGCCTTTAACACTGCTTGGACATACTGATGTTGTGCCTGTTGATCTG 
CCTAAATGGACTAAAGATCCATTCGGTGCGGAGATTTCGGATGGACAGATTTGGGGTAGAGGGTCCGTC 
GATATGCTCTTTATTACCGCAACCCAAGCGGCCGTCACCCGTCAAGTAGCCCGTGAAGGCGGCCTGCGT 
GGCACGCTGACATTCGTTGGCGTTGCTGATGAGGAAGCCCGCGGCGGACTCGGAGCGAAGTGGCTTTCC 
GAAGAACACCAAAACCTCTTCAGCTGGAAAAACTGCCTCTCCGAATCCGGTGGATCGCACCTTCCAGTC 
CACGACGGCAGCGACGCAGTAGTAATTAACGTTGGAGAAAAAGGTGCAGCTCAACGTCGTATTCACGTC 
AATGGCGATGCTGGTCATGGTTCCATTCCTTTCGACCGTGACAGCGCTATTGTCAAGATCGGTGAAGTC 
GCCCGCCGAATCGCTGCCGCCGATCTGAAGGTAGCCAAGGACGATATCTGGCAAGGCTTCGTCCAAGCG 
CACCGTTTCGACCCAGAAACGGAGCAGGCGCTTCTTAGCGGGACCTCCCCTGAGGCCTACGCAGAGTTC 
GGCGGACTCTCCCGCTTCGCCCACGCGGTGTCTCATCTCACGATCGCCCAAACTGTGGTTCGTGCAGGT 
CAAGCCATCAATGTATTGCCATCGCATGCGTACTTGGAACTGGATATCCGTACCCTTCCAGGCCAAACC 
AATGACTATGTTGATGACACCCTGCGTGCTGCTCTGGGCGATCTTGCCGATGAAGTAGAAATCGAACAC 
CTCATCTCTGAAGAAGCAACGGTGAGCCCAACTGATTCCAGGTTGTATAACACCTTGGAAAAAGTTCTT 
GGTGATTTCTTCCCCGATGCGCCTGTGGTCCCAATTATTTCCTCTGGTGGCTCTGACCTGCGCTTTGGT 
CGTCGACTAGGCGGTGTTGGTTATGGTTTTGCAGTTCATGCACGTGAACGAACTTTGGCGGAAGCAATG 
GGGCAACTTCACTCCCATGACGAGGCGCTGTACCTGGAAGATCTTGAACTGACTGTTCGGGGTTATGAC 
TCCGTCGTGCGTGAATTCCTAGGC 

>RXS02565 - downstream 
T AAAAAC AT G AAG C AG GAG T C T T 



>RXS02908 - upstream 

GCCAACGAGGGTTGGTTTACCACCTCTGATTCAGGTGAACTCCACGACGGGATTCTCACCGTGACTGGT 
CGCGTGGATACCCGTCATTGATTCCGGTGGA 

>RXS02908 

TTGAAGTTGCACCCAGAGGTACTGGAACGTGCCATCGCAGATATTAAAGGTGTCACCGCGGCGTGTGTT 
GTGGGTATTCCCGATCCCCGATTAGGCCAAGCAATTGTGGCCGCGTACTCCGGATCGATCAGTCCGTCT 
GAAGTTATTGAAGGCCTCGACGATCTACCTCGTTGGCAGCTTCCCAAACGGCTGAAGCATCTGGAATCT 
TTGCCCAGCATTGGTCCTGGAAAAGCTGATCGACGTGCTATCGCGAAGCTGTTT 

RXS02908 - downstream 
TAGTCTTCATTCTTGCTGGCTGC 
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>RXS02937 - upstream 

GCTACCGCGAAGAACTGTACTAGTTCTTCCATCAGCACCCGCAGTTGTCTTTGCAAGAGTTCGAAACAT 
CCAACGCATTGGTGACACCGGTGTTGTCGCG 

>RXS02937 

GTGATCAGCAATGGGGAAGGTCCGGTTGTTGCGCTTCGTGGCGACATTGATGCGTTGCCCATGGCGGAG 
C GAT C C G G C AAAG AAT AC G C AG C AAC C G GAG T G AC AC AG G T G G AT AAC AC C AC C GG T C AAG AAAC T C C G 
GTGGCGCATACCTGTGGCCACGATGTGCATATTTCATCACTGTTGGGTGCGGTGCAGGCGTTCAATTCT 
CATCGGGAATTGTGGAACGGAACGTTGATGGCCGTTTTCCAGCCAGCGGAAGAGACGGCAGCTGGTGCG 
AGGATGATGGCGGATCAGGACAACGCGCCGGGAAATCACTCTCCAGCGTTCGCGCCAGATATGCAGCCA 
ACTCTTGATCGTGGTGTGGAAGCGCTGGTTGTAGCTGCTTCTGCGTGGCTAGTAAAA 

>RXS02937 - downstream 
TAATTGGCTAATGAATCCTTTTC 



>RXS02970 - upstream 

AACCGACAAAACAGCCGTTCACGTGCTAAAGCAGCTCGGCTTGATCTAGGGTGAGGTGAGTTATTTAAA 
GACTTCATAATATTTTGGGGAGTGAACTGGT 

>RXS02970 

TTGGCATTGAAGGGTTACACCAACTTTGACGGTGAATTCATCGAATTCGGATCTGTGCAAGCAAAAGAA 
GAGGAAAAACGGGCATTCGACAACGATCGCGCGCACGTTTTCCACTCCTGGTCCGCGCAGGACAAAATC 
AGCCCCAAAGTATGGGCAGCTGCCGAAGGTTCCACGCTGTACGACTTCGACGGCAACGCCTTCATCGAC 
ATGGGTTCCCAACTTGTCTCGGCAAACTTAGGCCACAACAACCCTCGATTAGTTGAGGCGATCCAGCGC 
CAAGCAGCCCGGTTGACCAACATCAACCCGGCCTTCGGCAATGATGTGCGCTCTGATGTTGCTGCAAAG 
ATCGTGTCGATGGCCCGTGGCGAATTCTCCCACGTGTTTTTCACCAACGGCGGCGCCGACGCCATCGAG 
CACTCCATCCGCATGGCTCGCCTGCACACCGGACGCAACAAAATTCTGTCCGCATACCGCAGCTACCAC 
GGCGCAACCGGATCCGCGATGATGCTCACCGGCGAACACCGCCGCCTGGGCAACCCCACCACCGACCCA 
GATATCTACCACTTCTGGGCACCATTCCTGCACCACTCCTCATTCTTTGCCACCACCCAAGAAGAAGAA 
TGCGAACGCGCACTCAAGCACTTGGAAGATGTCATCGCGTTTGAAGGTGCTGGCATGATCGCAGCGATC 
GTCCTGGAGCCAGTGGTGGGATCATCAGGAATCATCCTGCCACCAGCAGGTTACTTAAATGGCGTGCGC 
GAACTTTGCAACAAGCACGGCATCCTCTTCATCGCCGACGAAGTCATGGTCGGATTCGGACGCACCGGA 
AAACTGTTTGCTTACGAGCATGCTGGCGACGATTTCCAGCCAGACATGATCACCTTCGCCAAGGGTGTT 
AACGCAGGTTACGCCCCACTCGGTGGCATCGTGATGACCCAATCAATCCGCGATACCTTCGGATCAGAG 
GCATACTCCGGCGGACTCACCTACTCCGGACACCCACTTGCAGTAGCACCCGCCAAGGCAGCGCTGGAG 
ATTTACGCGGAAGGAGAGATCATTCCACGCGTAGCTCGACTTGGCGCTGAACTGATCGAACCTCGCCTT 
CGTGAACTAGCGGAAGAAAACGTAGCGATCGCTGACGTGCGGGGCATCGGATTCTTCTGGGCAGTGGAG 
TTCAATGCAGACGCCACTGCCATGGCTGCCGGTGCTGCAGAATTCAAGGAACGCGGCGTGTGGCCGATG 
ATCTCCGGCAACCGATTCCACATCGCGCCGCCGCTGACCACCACTGATGACGAATTGGTAGCACTGCTG 
GACGCGGTGGAAGCTGCAGCCCAAGCTGTCGAGCTGACCTTCGCTGGGGCGTTGTTC 

>RXS02970 - downstream 
T AAGT TT T CTAGAT AACAAGGCC 



>RXS03003 - upstream 

TCGATGATCTGGGCTCCCCAGGTGGTGCGGCTAAGCTTGGACCACAAGATTTTGATCACCCAATGATCG 
CTGCGCTGCCGCCTCAGGCATAATCTAACGC 

>RXS03003 

ATGACCTCTCGCACCCCGCTTGTTTCTGTTCTTCCTGATTTTCCGTGGGATTCGCTCGCTTCCGCAAAA 
GCCAAAGCTGCGTCTCACCCGGATGGGATCGTGAATCTTTCTGTTGGCACTCCGGTTGATCCGGTCGCG 
CCCAGCATTCAGATCGCGTTGGCAGAAGCAGCGGGGTTTTCGGGTTACCCTCAAACCATCGGCACCCCG 
GAACTCCGCGCAGCCATCAGGGGCGCGCTTGAGCGGCGCTACAACATGACAAAGCTTGTCGACGCCTCC 
CTCCTCCCCGTCGTGGGTACCAAGGAGGCAATTGCCCTTCTTCCATTCGCGTTGGGTATTTCCGGCACC 
GTTGTCATCCCAGAGATTGCGTACCCAACCTACGAAGTCGCTGTCGTGGCCGCAGGATGCACCGTGTTG 
CGTTCTGATTCGCTGTTTAAGCTCGGCCCGCAGATCCCGTCGATGATGTTTATCAACTCACCATCCAAC 
CCCACAGGCAAGGTTCTGGGCATCCCACACTTGCGCAAGGTTGTGAAGTGGGCGCAGGAAAACAACGTG 
ATCCTCGCAGCTGATGAATGCTACTTGGGTCTTGGCTGGGACGATGAAAACCCACCGATCTCAATTTTG 
GATCCACGTGTCTGCGATGGCGACCACACCAACTTGATCGCCATTCACTCGCTG 
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>RXS03026 - upstream 

GTTGGCGGCGCAGTATCGTGAGGTGCGGGACCTCGAGCGGGGAATCCCAAACTAGCATCCCGAACTAGC 
CCCCCAACAACAATTAGAAATGGAACCTAAA 

>RXS03026 

ATGCCTGGAAAAATTCTCCTTCTCAACGGCCCAAACCTGAACATGCTGGGCAAACGCGAGCCTGACATT 
TACGGACACGACACCTTGGAAGACGTCGTCGCGCTGGCAACCGCTGAGGCTGCGAAACACGGCCTTGAG 
GTTGAGGCGCTGCAGAGCAATCACCAAGGTGAGCTAATCGATGCGCTGCACAACGCTCGCGGGACCCAC 
ATCGGTTGCGTGATTAACCCCGGCGGCCTGACTACACTTCGGTGGCGCTTTTGGATGCTG 

>RXS03026 - downstream 
TGAAGGCGTCTGAGCTTCCTACC 



>RXS03074 - upstream 

TTTGTGGGCAATCTGGTTTTTTCGT7\ATTGTGTGGGATGAATCTCTTAAAAATTCACATTTAGCAGGAC 
AAGCATACTGTTTTAGTTCTATGCTGTGGGC 

>RXS03074 

ATGACTCAAAGTGCTCCAGAATTCATTGCCACCGCAGACCTCGTAGACATCATCGGCGACAACGCGCAA 
TCATGCGACACTCAGTTTCAAAACCTTGGAGGTGCCACAGAATTCCACGGAATAATAACCACCGTGAAA 
TGCTTCCAAGACAACGCCCTCCTGAAATCCATCCTGAGCGAGGATAATCCTGGGGGAGTGCTGGTTATC 
GATGGCGACGCATCCGTGCACACCGCGCTAGTTGGCGACATCATTGCAGGACTTGGAAAAGATCATGGT 
TGGTCCGGAGTAATTGTCAACGGAGCAATTCGAGACTCCGCAGTCATCGGCACCATGACCTTTGGTTGT 
AAAGCCCTTGGAACCAACCCGCGGAAATCCACTAAAACTGGTTCCGGCGAACGAGACGTAGTGGTATCG 
ATTGGTGGCATTGACTTCATTCCTGGTCATTACGTCTACGCGGACTCTGACGGAATTATCGTCACCGAG 
GCGCCAATTAAGCAG 

>RXS03074 - downstream 
TAAT T T G T T T T G AC G AC G C AG T A 



>RXS03112 - upstream 

GTGAGCACGCAATTTCTTTGCTGCTGTCTACTGCTCGCCAGATCCTGCTGCTGATGCGACGCTGCGTGA 
GGGCGAGTGGAAGCGGTCTTCTTTCAACGGT 

>RXS03112 

GTGGAAATTTTCGGAAAAACTGTCGGTATCGTCGGTTTTGGCCACATTGGTCAGTTGTTTGCTCAGCGT 
CTTGCTGCGTTTGAGACCACCATTGTTGCTTACGATCCTTACGCTAACCCTGCTCGTGCGGCTCAGCTG 
AACGTTGAGTTGGTTGAGTTGGATGAGCTGATGAGCCGTTCTGACTTTGTCACCATTCACCTTCCTAAG 
ACCAAGGAAACTGCTGGCATGTTTGATGCGCACCTCCTTGCTAAGTCCAAGAAGGGCCAGATCATCATC 
AACGCTGCTCGTGGTGGCCTTGTTGATGAGCAGGCTTTGGCTGATGCGATTGAGTCCGGTCACATTCGT 
GGCGCTGGTTTCGATGTGTACTCCACCGAGCCTTGCACTGATTCTCCTTTGTTCAAGTTGCCTCAGGTT 
GTTGTGACTCCTCACTTGGGTGCTTCTACTGAAGAGGCTCAAGATCGTGCGGGTACTGACATTGCTGAT 
TCTGTGCTCAAGGCGCTGGCT 



>RXS03158 - upstream 

•CT^AAGCTCACCGAAGGCACCAACGCCAAGTTGGTTGTTGACAACACCTTGGCATCCCCATACCTGCAGC 
AGCCACTAAAACTCGGCGCACACGCAAGTCC 

>RXS03158 

TTGCACTCCACCACCAAGTACATCGAAGGACACTCCGACGTTGTTGGCGGCCTTGTGGGTACCAACGAC 
CAGGAAATGGACGAAGAACTGCTGTTCATGCAGGGCGGCATCGGACCGATCCCATCAGTTTTCGATGCA 
TACCTGACCGCCCGTGGCCTCAAGACCCTTGCAGTGCGCATGGATCGCCACTGCGACAACGCAGAAAAG 
ATCGCGGAATTCCTGGACTCCCGCCCAGAGGTCTCCACCGTGCTCTACCCAGGTCTGAAGAACCACCCA 
GGCCACGAAGTCGCAGCGAAGCAGATGAAGCGCTTCGGCGGCATGATCTCCGTCCGTTTCGCAGGCGGC 
GAAGAAGCAGCTAAGAAGTTCTGTACCTCCACCAAACTGATCTGTCTGGCCGAGTCCCTCGGTGGCGTG 
GAATCCCTCCTGGAGCACCCAGCAACCATGACCCACCAGTCAGCTGCCGGCTCTCAGCTCGAGGTTCCC 
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CGCGACCTCGTGCGCATCTCCATTGGTATTGAAGACATTGAAGACCTGCTCGCAGATGTCGAGCAGGCC 
CTCAATAACCTT 

>RXS03158 - downstream 
TAGAAACTATTTGGCGGCAAGCA 

>RXS03159 - upstream 

AGGGGCTAGTTTTACACAAAAGTGGACAGCTTGGTCTATCATTGCCAGAAGACCGGTCCTTTTAGGGCC 
AT AGAAT T C T GAT T AC AG GAG T T G AT C T AC C 

>RXS03159 

TTGTCTTTTGACCCAAACACCCAGGGTTTCTCCACTGCATCGATTCACGCTGGGTATGAGCCAGACGAC 
TACTACGGTTCGATTAACACCCCAATCTATGCCTCCACCACCTTCGCGCAGAACGCTCCAAACGAACTG 
CGCAAAGGCTACGAGTACACCCGTGTGGGCAACCCCACCATCGTGGCATTAGAGCAGACCGTCGCAGCA 
CTCGAAGGCGCAAAGTATGGCCGCGCATTCTCCTCCGGCATGGCTGCAACCGACATCCTGTTCCGCATC 
ATCCTCAAGCCGGGCGATCACATCGTCCTCGGCAACGATGCTTACGGCGGAACCTACCGCCTGATCGAC 
ACCGTATTCACCGCATGGGGCGTCGAATACACCGTTGTTGATACCTCCGTCGTGGAAGAGGTCAAGGCA 
GCGATCAAGGACAACACCAAGCTGATCTGGGTGGAAACCCCAACCAACCCAGCACTTGGCATCACCGAC 
ATCGAAGCAGTAGCAAAGCTCACCGAAGGCACCAACGCCAAGTTGGTTGTTGACAACACCTTGGCATCC 
CCATACCTGCAGCAGCCACTAAAACTCGGCGCACACGCAAGTCCTTGCACTCCACCACCAAGTACATCG 
AAGGACACTCCGACGTTGTTGGCGGCCTTGTGGGTACCAACGACCAGGAAATGGACGAAGAACTGCTGT 
TCATGCAGGGCGGCATCGGACCGATCCCATCAGTTTTCGATGCATACC 

>RXS03159 - downstream 
TGACCGCCCGTGGCCTCAAGACC 



>RXS03183 

GAAGCCGAAGCAACCGCAGGCAAATTCGAAGTACAGCCCCTCGTAGGTAAAGACGGCGTCGGCGTATCC 
ACCCTTGGTGGCTACAACAACGGCATCAACGTCAACTCCGAAAACAAGGCAACCGCCCGCGACTTCATC 
GAAT T CAT CAT CAACGAAGAGAACCAAAC C T GG T T C GCGGACAAC T C C T T C C CAC CAG T T C T G GCAT C C 
ATCTACGATGATGAGTCCCTTGTTGAGCAGTACCCATACCTGCCAGCACTGAAGGAATCCCTGGAAAAC 
GCAGCACCACGCCCAGTGTCTCCTTTCTACCCAGCCATCTCCAAGGCAATCCAGGACAACGCCTACGCA 
GCGCTTAACGGCAACGTCGACGTTGACCAGGCAACCACCGATATGAAGGCAGCGATCGAAAACGCTTCC 
AGC 

>RXS03183 - downstream 
TAGTTCGGTAATTTAGTTCATTC 



>RXS03205 

TGATTCCGGCATTCCCACGCAGTTGGTGGAGGGCAGCTGGTTTGAACCGGTTCGCGGGCGCACCTTTGA 
CCGCATCATCGCCAACCCGCCGTTCGTGGTGGGACCACCGGAAATTGGGCATGTGTACCGCGATTCCGG 
CATGGATCTAGACGGCGCGACCGCGTTGGTGGTCAAAGAAGCCTGCGCGCATCTCAACCCTGGTGGCAC 
CGCTCACCTGCTCGGCGCATGGGTGCATTCCGCGGATCAATCGTGGCAGCAGCGCGTTGCAGAATGGTT 
GCCGGATAACGGTTATGTTGCTTGGGTTATTGAGCGCGACGCCGTGAGCCCCGCGCAGTATGTGGGCAC 
GTGGCTTAGTGATGAGTCCCTCGATCTGCGTAGCCCCGAGGCAGCAGCACGCACCACCGCGTGGCTTAA 
CCACTTTGAAAAAGCCAAGGTTCAAGGCGTTGGTTTTGGTTTCATCGCCATCCAACGTCTGGAGGAAGA 
CGAGGCGGATGAGAAATCCGATATCTTGGCTGAATCCATGACCCAGTACTTCGAGGATCCTCTCGGCCC 
TGAAATTGAGGAGTACTTCACCCGCACCGCATGGCTTCGTGAACAAACTCGCGATTCCATTCTGAGCTC 
CCGCTTCAAAGTTCGCCCTGGCGTGGCCCGGGAACAAATCAGCCTGGCCGATGCGGAAGAAGGCATGGG 
CTTTAGTCCTGTCACGTTGAGGCTCACCCGCACCGATGGTCCTCGTTGGTCCCATGATGTTGATGAGCA 
TGTGGCTTCCATCGTCGCAGGACTTAACCCACATGGACTCCCCTTTGAAGAAATCCTGGAAATGTACGC 
GATGGCTCAAGGTATCGAGGGAGAATCCCTGCACAACGGCGCCATTGCGGCGTTGGTGGATCTCATCCG 
CCACGGATTGGTGTTGCCCGCTGATCTTCTCGATTCT 

>RXS03205 - downstream: 
TAAATAAGGACTGATTGTGAAAGCCGTTTT 



>RXS03223 
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TCCAGAGCCAGTGCGTATTGCTATTGCAGAGGCACTGGGTTTGATGTGCGCGGAAGAGGTTCAAGCTAG 
TCGTGCTTTGCCGGGTTTCGCGCAAGCAGCGATTGATGGTTATGCGGTTCGAGCAGTCGATGTCGGCGG 
CGAGAAGTCGTTTAGCCAGCAACTGCCGGTTGCTCCTCCGGAAAAATCCCTGCCCGTGGTGGGTGAAGT 
AGCTGCGGGTTCTCAGCAGCCGTTGCGCCTGCAGCCTAAACAAGCAGTCATGGTCCACACCGGTGCGCC 
ACTGCCGATGCTTGCGGATGCGGTGCTGCCCATGGCGTGGTCAGATCGTGGCCGCAAACGAGTAACCGC 
GCAGCGACCTGTGCGCTCTGGCGAGTTTGTGCGCAAAGAAGGCGATGACATCCAACCGGGAGACATCGC 
AGTCAGCGCCGGCGCGGTCTTAGGCCCTGCCCAAATTGGTTTGCTCGCAGCTGTTGGTCGCTCCAAAGT 
GTTGGTGTACCCACGCCCACGCATGTCGGTTATCTCCGTAGGCGCTGAACTTGTTGATATTGATCGCCA 
GCCAGGCCTCGGCCAGGTTTATGATGTCAATTCCTATTCTCTGGCTGCCGCCGGTAGGGAAGCGGGCGC 
AGATGTGTACCGCTACGGCATTGCTGCCGGTGAACCTCGTCGCATCAAAGAGATCATTGAATCCCAGAT 
GCTGCGCTCGGAAATCATCGTCATCACCGGAGCTGTTGGCGGTGCTGGTTCAGCTGGCGTGCGCCAGGT 
TCTCAACGAGCTAGGCGATATCGACACCGAACGCGTCGCAATGCACCCCGGTTCTGTCCAAGGATTCGG 
TCTGCTCGGCGAGAACAAGATTCCATGCTTCCTTCTGCCTTCCAATCCGGTGGCGTCGTTAGTTATTTT 
TGAAACCTTCGTCCGCCCGGTCGTGCGCATGAGCCTGGGCAAGAGCAATGCGGCGCGCCGGGTTGTTCG 
AGCTCGAGCGCTCAACCACGTTGTGTCTGTGGCGGGTCGAAAAGGTTTCATCAGGTCCAGGCTCATGCG 
CGATGCAGAAACCCAGGACTACCTCGTGGAGGCTTTGGGTGGTGCAACGGGCGCACCATCGCACCTATT 
GGCAGGATTGTCCGAAGCAAACGGTATGATCCGCATTCCAGAAGATGTCACAGAAATCCGACCGGGAGA 
TGTCGTGGACGTGATCTTCCTTGCCCAAGGTCGA 

>RXS03223 - downstream 
TAGTTCGATGCGTAATGCACCGTCAGGTCC 



>RXC00128 - upstream 

CCATTTTCCGTTTGGTCTTGCCTAAAGAACCGCATGGAAATTATCGTGAAGCACCGATCCCGTTGATCG 
C T C C A GAG AC AC C G T G G G AAG G G GAG C AG C A 

>RXC00128 

GTGAGTAAAATTTCGACGAAACTGAAGGCCCTCACCGCGGTGCTGTCTGTGACCACTCTGGTGGCTGGG 
TGTTCCACGCTTCCGCAGAACACGGATCCGCAAGTGCTGCGCTCATTTTCCGGGTCCCAAAGCACACAA 
GAGATAGCAGGGCCGACCCCGAATCAAGATCCGGATTTGTTGATCCGCGGCTTCTTCAGCGCAGGTGCG 
TATCCGACTCAGCAGTATGAAGCGGCGAAGGCGTATCTGACGGAAGGGACGCGCAGCACGTGGAATCCG 
GCTGCGTCGACTCGTATTTTGGATCGCATTGATCTGAACACTCTGCCAGGTTCGACGAATGCGGAACGA 
ACGATTGCGATCCGTGGAACGCAGGTCGGAACGTTGCTCAGCGGTGGCGTGTATCAGCCGGAGAATGCG 
GAGTTTGAAGCTGAGATCACGATGCGTCGGGAAGATGGGGAGTGGCGTATCGATGCTTTGCCGGACGGG 
ATTTTATTAGAGAGAAACGATCTGCGGAACCATTACACTCCGCACGATGTGTATTTCTTTGATCCTTCT 
GGCCAGGTGTTGGTGGGGGATCGGCGTTGGTTGTTCAATGAGTCGCAGTCGATGTCCACGGTGCTGATG 
GCCCTTCTGGTTAATGGTCCTTCGCCGGCAATTTCTCCTGGTGTGGTCAATCAGCTGTCCACGGATGCG 
TCGTTCGTGGGGTTCAATGATGGGGAGTATCAGTTCACTGGTTTGGGAAATTTGGATGATGATGCGCGT 
TTGCGTTTCGCCGCCCAGGCCGTGTGGACGTTGGCGCATGCTGATGTCGCAGGCCCCTACACTTTGGTC 
GCTGACGGCGCGCCGTTGCTGTCGGAGTTCCCAACGCTCACCACCGATGACCTCGCCGAATACAACCCA 
GAGGCTTACACCAACACGGTGTCCACGTTGTTTGCGTTGCAGGATGGATCGTTGTCGAGGGTCAGTTCC 
GGCAATGTGAGTCCACTACAGGGCATTTGGAGCGGTGGAGATATCGATTCTGCAGCGATTTCCTCCTCC 
GCCAATGTGGTGGCAGCGGTACGCCACGAAAACAACGAGGCAGTGCTTACTGTTGGCTCCATGGAAGGC 
GTGACTTCAGATGCGTTGAGGAGTGAAACGATCACTCGTCCCACCTTTGAATACGCGTCGAGTGGGTTG 
TGGGCTGTGGTGGATGGGGAGACGCCTGTCCGAGTCGCACGATCGGCAACAACCGGTGAGCTCGTCCAG 
ACGGAGGCGGAGATTGTGCTGCCAAGGGATGTGACGGGTCCGATCTCTG/^ATTCCAACTGTCACGAACT 
GGGGTCCGGGCCGCCATGATCATTGAAGGCAAGGTGTACGTGGGCGTCGTAACGCGTCCTGGTCCGGGC 
GAGCGGCGCGTGACAAATATCACGGAGGTGGCGCCGAGCTTGGGCGAGGCGGCGCTGTCGATCAACTGG 
CGCCCAGACGGCATTTTGCTTGTGGGCACGTCAATTCCAGAGACGCCGCTGTGGCGCGTCGAGCAGGAC 
GGATCGGCGATTTCGTCGATGCCGAGCGGGAATCTCAGCGCGCCGGTGGTGGCGGTGGCAAGTTCCGCG 
ACGACGGTCTACGTCACTGATTCGCATGCGATGCTTCAGCTGCCGACTGCCGATAATGATATTTGGCGC 
GAGGTGCCCGGTTTGCTGGGCACGCGTGCGGCGCCGGTGGTTGCGTAC 

>RXC00128 - downstream 
TGATGGAGCTGTTCTTCCCGCGC 
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>RXC00152 - upstream 

GTCATTGATATCCAAGGCACGACCGCGATTGTATGGAAAGAAGCCTAAATTTTTAACAATCAAATAGTA 
CTGGCCATTCCCAACTAAAACTGGAGTAACG 

>RXC00152 

ATGACAGGACTAATCCTCGCCATAGTTTTCCTGGTCTTTGTCGCCGTCGTGGTGATCAAGTCCATAGCC 
CTGATTCCCCAGGGTGAAGCCGCCGTCATTGAACGCCTTGGTAGCTACACCCGCACCGTTTCAGGTGGC 
CTGACCCTGCTGGTTCCATTCGTGGACCGAGTACGCGCAAGGATCGACACCCGTGAGCGCGTGGTCTCA 
TTCCCACCGCAGGCTGTTATTACCCAAGACAACCTGACCGTGGCCATCGATATCGTGGTGACCTTCCAA 
ATCAACGAACCAGAGCGCGCCATCTACGGCGTGGACAACTACATCGTCGGTGTGGAGCAGATTTCTGTA 
GCAACACTTCGAGACGTTGTCGGTGGCATGACCCTGGAAGAAACCCTCACTTCACGTGACGTGATCAAC 
CGCCGCCTCCGTGGCGAGCTCGATGCAGCAACCACCAAATGGGGCCTGCGCATCAGCCGTGTGGAACTA 
AAGGCAATTGATCCGCCACCATCCATCCAGCAATCGATGGAAAAGCAGATGAAGGCAGACCGTGAAAAG 
CGCGCCACCATTTTGACCGCAGAAGGTCAGCGCGAAGCCGACATCAAAACTGCCGAAGGTGAAAAGCAA 
GCCAAGATCCTCCAAGCTGAGGGTGAAAAGCACGCATCCATCCTGAACGCAGAAGCAGAACGCCAAGCG 
ATGATCCTGCGCGCCGAAGGTGAACGCGCAGCACGCTACCTCCAGGCGCAGGGTGAAGCCCGAGCAATC 
CAAAAGGTCAACGCAGCAATCAAGTCTGCCAAGTTGACCCCAGAGGTTCTTGCTTATCAATACCTCGAA 
AAGCTTCCTAAGATCGCAGAGGGCAACGCCTCCAAGATGTGGGTCATCCCAAGCCAGTTCTCCGATTCT 
CTGGAAGGTTTTGCGAAGCAGTTCGGCGCAAAGGATGCAGAAGGTGTCTTCCGCTACGAACCAAACACC 
G T GG AT G AAG AAAC C C G C G AC AT C G C AAAC G C C G AC AAC G T G G AAG A C TGGTTCTC C AC C G AA T C AG AC 
CCTGAAATCGCAGCAGCAGTCGCCGCAGCAAACGCCGTGGCCAACAAGCCAGTCGATCCAGAACCCGGT 
GAGATCCTTTCCAAGAAGACCGCACGACGCGTTGAACCTGAAGCAGTATTGGAGGCTTTGCAAAACGGA 
ACCACTACACAACCTGAGGTTGAGGCAGCACCTCCTACCGCAAACTTCGCCCAAGAATTCCCTGCACCA 
CAGGCAAACCCTGAAGATTACTCCGACCAACACCGAGAGAATCCTTACGGAAAC ' 

>RXC00152 - downstream 
TAATCAGGCATAAGAAAAGGCGG 



>RXC00164 - upstream 

CTGCTTTGCGGGAGGTTATGAAATGAGTGGGGAGACGTCGAAAAGCATGCGCTTTCCGTTGGCCAGCCT 
GCCGCAAGTGCGGCGCGAGGTGGCCCGGCAG 

>RXC00164 

GTGGGTCGTATTCCGCGGGCGAAGTGGTGGTTTTTAGGCGCGCTGGTGTTGCTGAGTGCGGGCGCTTAT 
GCGTCGGTGCTGGTGCCGCAGGTGCTGGGGCGGATTGTGGATCTGGTGTCCGATGGCGCGCAGATGCGT 
GATTTTGTTGAGCTCAGTGTGATTCTCATTGCGGTGGCAATTGCCGGCGCGGTGCTCAGTGCGTGCGGG 
TTCTATGTGGTGTCGCGGATTTCTGAGAAGATTATCGCCAATTTGAGGGAAGATATGGTGGGCACCGCG 
CTTGGGTTGCCCACGCACCAGGTGGAAGATGCGGGCTCTGGCGATTTGGTGAGCCGCTCCACCGATGAT 
GTCTCCGAGCTATCCGCAGCGGTGACAGAGACCGTCCCGATTTTAAGTTCCTCACTGTTTACCATTGCC 
GCGACGATCATTGCGCTGTTTTCTTTGGACTGGCAATTTGTGCTCATTCCTGTCGTGGTGGCGCCGGTG 
TACTACTTCGCGTCCAAGCACTATTTGAGCAAGGCGCCGGATCGGTATGCGGCAGAACGCGCGGCGATG 
GCGGAGCGTGCGCGAAAGGTACTTGAGGCTATTCGCGGGCGTGCAACTGTGCGGGCGTATTCCATGGAA 
GATGCCATGCATAATCAGATTGATCAGGCGTCGTGGTCTGTGGTGGTCAAGGGTATTCGTGCGCGCACC 
ACCATGTTGATTTTGAACATGTGGATGCTGTTTGCGGAATTCCTCATGCTCGCGGTCGCGTTGGTGATC 
GGCTACAAGCTGGTCATTGATAATGCGCTGACGATCGGCGCGGTTACCGGTGCCGTGCTGATGATTATT 
CGTCTGCGTGGCCCGATGAATATGTTCATGCGCGTGCTCGACACCATTCAATCCGGCTATGCGTCGCTG 
GCGCGCATCGTGGGAGTTGTTGCGGATCCGCCGATTCCTGTGCCCGACAGCGGTGTGAAAGCACCTCAG 
GGCAAAGTGGAATTGCGCAACGTCAGCTTTAGCTATGGCGATTCCTGGGCGGTGAAAGACATCGACATC 
ACGATCAATTCCGGCGAAACTGTCGCGCTCGTGGGCGCATCTGGCGCAGGTAAGACGACGGTCGCCGCC 
TTGCTGGCGGGCTTGCGGGTGCCAGATCAAGGGCAAGTGCTTGTCGACGACTTCCCCGTCTCTCACCTC 
TCTGACCGCGAGCGTATCGCCCGCTTGGCCATGGTCAGCCAGGAGGTTCATGTTTTCTCCGGCACGCTG 
CGCCAGGATCTCACCTTGGCTAAACCAGATGCCTCCGATGAGGAATTAGCGCATGCTCTTGGGCAAGTT 
AATGCCCTTGACTGGTTGGAGAGTCTTCCAGAAGGACTGGACACGGTCGTTGGTGCGCGAGGAATCCAG 
CTAGAACCAGTGGTGGCTCAGCAGTTGGCGTTGGCCCGGGTGTTGTTGCTCAATCCGGCGATCGTCATC 
ATGGATGAAGCCACGGCAGAAGCAGGATCGGCGGGTGCCAGCGCACTGGAAGAGGCTGCAGATGCAGTG 
AGCAAGAACCGTTCCGCATTGGTGGTGGCGCACCGGTTGGATCAGGCATCGCGGGCTGATCAGATTCTG 
GTGATGGATAAGGGGGAGGTTGTGGAATCCGGTACTCACCAGGAGTTATTGGATCACGGGGGTATTTAT 
CAGCGTCTGTGGACTGCGTGGAGTGTCGGAAGA 
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>RXC00164 - downstream 
TAGTTGACTGTTCAATGCGTTGA 



>RXC00416 

CTGGCGTCTTACTTAAGCCCAACTGCGCTGGTGGTTGCGGTGTTGGCTATTCCGCTGTCTGCGACCCGC 
CTGTATTTGGACGGAATCAGCGTTGACCAGGGCTTTAGAACTCAGTTTTTAACCCGCATGGCTGACGAT 
ATCGGCTTGTCGGACATGAACTACATCGATATGCCTACCTTCTACCCTGCTGGATGGTTCTGGCTCGGT 
GGTCGCTTGGCCAATCTTTTGGGGCTGCCCGGTTGGGAAGCTTTCCAGCCATGGGCAATTGTGTCCATG 
GCAGTTGCTGCTTCTGTGTTAGTTCCAGTGTGGCAGCGCATCACCGGTTCCCTGCCGGTGGCAACAGGC 
ATTGCGTTGGTGACAACCTGCATTATCTTGGCGATGAATTCCGAAGAGCCCTACGCTGCAATCGTTGCG 
ATGGGTATTCCAGCGATGCTCGTGCTGGCTTCCCGCATTGCCAAGGGCGATAAGTTTGCGCTTGCCGGC 
GGCATTATTTACTTGGGTGTTTCGGCTACTTTCTATACTTTGTTCACCGGTGCTATCGCGCTTTCTGCG 
GTCGCGGTGTGCATCGTGGTGGCGGCTATTGTGCAGCGCTCCATCAAACCACTGCTGTGGCTTGCAGTG 
CTGGGTGGTGGATCCATTGTCATTGCGTTGATTTCTTGGGGTCCTTACCTTCTGGCCTCCATCAACGGA 
GCGGAGCGCTCTGGCGATTCCGCAACACACTACCTGCCTCTTGAAGGCACCCAATTCCCGGTTCCTTTC 
TTGGCATCAAGCGTTGTGGGACTGTTGTGTCTTGTTGGCCTGATCTATTTGGTGGTGCGTTTCCACAAC 
AATGAGGTGCGCGCGATGTGGGTCGGCATCGCAGTGTTTTATGCCTGGATGGGCATGTCCATGGCGATC 
ACGCTTTTGGGCAACACGTTGCTTGGATTCCGTCTTGATACGGTGCTGGTGCTTATTTTTGCCACGGCT 
GGAGTGTTGGGCATTGCAGATTTCCGCCTTGCCAGTGTGTATCAGCTCTACCCCACCCAAATCACAGAG 
CGCACGGCCACCCATCTGACCAATCTAATTGTGGTCCTCGTGCTGCTTGGCGGCCTCTACTACGCGCAA 
GATCTGCCGCAGAAGAACGCACGAGCTATCGATCTGGCCTATACCGATACTGATGGCTACGGCGAGCGC 
GCGGATCTGTATCCGGCCGGAGCTGCACGTTATTACAAGGACATCAACGATCATCTGCTTGATCAAGGA 
TTCGAGCCTTCCGAAACTGTCGTGCTGACAGACGAACTCGATTTCATGTCCTACTACCCTTATCGCGGA 
TACCAAGCTTTTACTTCCCACTACGCCAACCCGCTTGGTGAGTTCGGAAACAGGAACGCATTCATCGAA 
GATCTCGCGATCCGAAGCTGGGATGAGTTGGCTGATCCTCAACAATTCAGCGACGCCTTGAACACCTCT 
CCATGGACGATCCCTGAGGTGTTCATCTTCCGTGGCTCCATCGATGATCCTGACGCCGGTTGGAAATAC 
GACGTGGCTGAAGATCTGTACCCGAACAATCCAAACGTGCGCTTCCGCGGCGTGTACTTTAACCCGGAG 
TCATTTGATCAGATGTGGCAGACCAAGCAAGTGGGACCTTTCGTGGTGGTAACGCACAATGAG 

>RXC00416 - downstream 
TAATTCCTCACCAAACGACCCAA 

>RXC00540 - upstream 

TCTCCCTATCTAAGGGCTGGCTAGGTTTGACCAGTGGCAACAGTTACACTTGTGCTCGTAAAACATTGT 
CCTCCCCATTTCTTGAGTAAGGGAAAATACC 

>RXC00540 

GTGGCCCGTGTAGTTGTCAATGTCATGCCTAAGGCTGAGATTCTGGATCCCCAGGGGCAGGCGGTACAC 
CGCGCCCTCGGACGTATCGGAGTTTCTGGCGTTTCCGATGTCCGTCAGGGAAAGCGCTTCGAGCTTGAG 
GTAGATGATTCCGTCACCGAAGCTGACCTAAAGAAAATTGCTGAAACCCTCCTCGCAAACACCGTCATC 
GAAGACTTCGATGTGGTGGGAGTTGAGGTCGCGAAG 

>RXC00540 - downstream 
TGAGCGCCAAAATCGGTGTCATT 



>RXC00552 - upstream 

CCGCCAACAAGGCAGCAAAGCTCGATCCAATTGACGCCTTGCGTTATGAGTAAAAGCCTCGTTTTTAAG 
G TAGC C AC AC AT C GC AC T AG AC T GAAGAAC T 

>RXC00552 

GTGGCTACCTCAAAAATTCTTCTTTATTACGCATTCACCCCGCTCTCTGACCCTAAAGCGGTTCAGCTG 
TGGCAGCGTGAGCTCTGCGAGTCACTGAATCTTCGTGGCCGCATCCTGATCTCCACTCACGGCATCAAT 
GGAACCGTGGGCGGAGATATTGATGATTGCAAGGCGTACATTAAAAAGACCCGCGAGTACCCAGGTTTC 
AACCGCATGCAGTTTAAGTGGTCCGAGGGTGGCGCTGAGGATTTCCCAAAGCTCAGTGTCAAAGTCCGC 
GATGAGATCGTTGCCTTCGGCGCTCCAGATGAGCTCAAAGTGGATGAAAACGGCGTCGTCGGTGGCGGC 
GTTCACCTGAAACCACAGCAGGTCAATGAGCTTGTGGAAGCCCGTGGCGATGAAGTTGTGTTCTTTGAC 
GGCCGCAACGCAATGGAAGCCCAGATCGGCAAGTTCAAGGACGCTGTTGTCCCTGACGTAGAAACCACT 
CATGATTTCATCGCAGAAATTGAGTCTGGAAAATACGACGATCTCAAAGACAAGCCTGTGGTCACCTAC 
TGCACCGGCGGAATTCGTTGTGAGATCCTGAGTTCACTCATGATCAACCGTGGTTTCAAAGAGGTCTAC 
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CAAATCGATGGCGGCATCGTTCGCTACGGCGAGCAGTTTGGCAACAAGGGCCTGTGGGAAGGCTCCCTC 
TACGTTTTCGATAAGCGCATGCATATGGAATTCGGCGAGGATTACAAAGAGGTCGGACACTGCATCCAT 
TGCGATACTCCCACCAACAAATTTGAGCACTGCCTCAACGAAGATGATTGCCGCGAGCTCGTGTTGATG 
TGCCCTGATTGCTTCGCCAATGTTGAGACCCGTCATTGCAAGCGCGAACGCTGTGCAGCAATTGCTGCG 
GATTTCGCTGAGCAAGGAATTGATCCGCTCGTTACTTCT 

>RXC00552 - downstream 
TAAAAAGGGTATGGTGGCTGGGT 

>RXC00560 - upstream 

AAGGACGACTTCTGGGGAGCGGTGTGGATTCTCACGGGGATTCTCATGCGGATTATCAGACATATGGAC 
ACTTTAACGGTTCGTACTAGGCTGATGCTTC 

>RXC00560 

ATGAGGATTGATCCGCTGGAAACCCGGCAAGCCGTATTGGCCGTCAAAGACTGGATTGAAGGGGAGGGA 
GACGTCAAAAAGCCTGGTCGTGCGGCACTTGCCGCCGCAACTCGCCTGAGCGTCCGACTGCTCGCGCAA 
CACGCGCCGGGAAACAGCGTGGAGGTGCGGGTACCCCCATTTGTTGCGGTGCAATGCATAGAGGGGCCA 
AAACATACACGCGGCACACCACCCAACGTGGTGGAGACCGACGCCAAGACCTGGTTACGCTTAGCACCT 
GGGCAAACCACATTTGATGCAGAATTTGAAAGCGGAAAAATTAGCGCATCAGGTACCCGAGCCAAAGAG 
ATTGCGGACTGGTTACCAGTGGTCAAACTT 

>RXC00560 - downstream 
TAG AT T T C C T AA T G C T C AT TAG T 



>RXC00657 - upstream 

GTGCGGATCGGGTATCCGCGCTACACTTAGAGGTGTTAGAGATCATGAGTTTCCACGAACTGTAACGCA 
GGATTCACCAATCAATGAAAGGTCGACCGAC 

>RXC00657 

ATGAGCACTGAAGACATTGTCGTCGTAGCAGTAGATGGCTCGGACGCCTCAAAACAAGCTGTTCGGTGG 
GCTGCAAATACCGCCAACAAACGTGGCATTCCACTTCGCTTGGCTTCCAGCTACACCATGCCTCAGTTC 
CTCTACGCAGAGGGAATGGTTCCACCACAAGAGCTTTTCGATGACCTCCAGGCCGAAGCCCTGGAAAAG 
ATTAACGAAGCCCGTGACATCGCCCATGAGGTAGCGCCAGAAATCAAGATCGGGCACACCATCGCTGAA 
GGCAGTCCCATCGACATGCTGTTGGAAATGTCTCCCGATGCCACAATGATCGTCATGGGTTCCCGCGGA 
CTCGGCGGACTCTCCGGAATGGTCATGGGCTCCGTCTCCGGTGCAGTGGTCAGCCACGCAAAGTGTCCA 
GTCGTTGTTGTCCGTGAAGACAGCGCAGTCAACGAAGACAGCAAGTACGGCCCAGTCGTCGTCGGTGTG 
GATGGCTCCGAAGTCTCCCAACAGGCAACCGAATACGCATTTGCGGAAGCTGAAGCTCGTGGCGCCGAA 
CTCGTTGCAGTTCACACCTGGATGGACATGCAGGTACAGGCATCACTTGCAGGTCTTGCAGCTGCTCAA 
CAGCAGTGGGATGAAGTGGAACGTCAGCAAACCGACATGCTGATCGAACGCCTCGCACCACTGGTGGAA 
AAG T AC C C AAG T G T AAC C G T C AAGAAG AT C A T C AC C C G T G AC C G C C C AG T T C G C G C AC T T GC AG AAGC A 
TCTGAAAACGCGCAGCTCCTAGTCGTTGGTTCCCATGGTCGTGGCGGATTTAAGGGCATGCTCCTTGGC 
TCCACCTCCCGCGCACTGCTGCAATCCGCACCGTGCCCAATGATGGTGGTTCGCCCACCTGAGAAGATT 
AAGAAG 

>RXC00657 - downstream 
TAGTTTCTTTTAAGTTTCGATGC 



>RXC00733 - upstream 

ACGGCGAGGTTGTCGGTATTGGAACGCACACGAATTTGCTGAACACGTGCGGTACCTACCGTGAAATTG 
TTGAATCCCAAGAGACTGCGCAGGCGCAATC 

>RXC00733 

ATGAGTAATACTGCAGGCCCCCGCGGGCGTTCCCATCAGGCAGACGCCGCGCCGAATCAAAAGGCACAG 
AATTTCGGACCATCTGCCAAAAGGCTTTTCGGAATTCTAGGCCATGACCGTAACACCTTAATTTTTGTT 
ATCTTCCTAGCCGTCCTGAGCGTTGGACTTACCGTCTTGGGCCCATGGTTGCTGGGTAAAGCCACCAAC 
GTGGTGTTTGAAGGATTCCTATCTAAGCGCATGCCGGCTGGTGCGTCAAAGGAAGATATCATCGCGCAG 
TTGCAGGCTGCAGGTAAACATAATCAGGCTTCCATGATGGAAGACATGAACCTTGTTCCAGGCTCAGGC 
ATTGATTTTGAAAAATTAGCCATGATCCTCGGACTGGTGATCGGTGCTTATCTCATCGGTAGCCTGTTG 
TCGTTGTTCCAGGCGCGGATGCTCAACCGCATCGTGCAAAGTGCCATGCACCGGCTGCGCATGGAGGTG 
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GAGGAAAAAATCCACCGCCTACCGCTGAGCTATTTCGATTCCATCAAACGTGGTGATCTGCTTAGCCGT 
GTGACCAACGATGTGGATAATATCGGTCAATCCCTGCAACAAACCTTGTCACAGGCGATCACTTCCCTA 
CTGACCGTCATCGGTGTGTTGGTGATGATGTTTATCATCTCCCCACTGCTCGCACTCGTGGCGCTGGTA 
TCCATTCCGGTCACCATCGTGGTCACTGTGGTGGTTGCGAGCCGTTCCCAGAAACTCTTTGCGGAACAG 
TGGAAGCAGACCGGTATTTTGAATGCGCGCCTGGAGGAAACCTACTCTGGCCACGCCGTGGTTAAGGTT 
T T C G G AC AC C AAAAG GAT G T T C AAG AAG CAT T C GAG G AAG AAAAT C AAG C T T G T G T A 

>RXC00733 - downstream 
TAAGGCCAGCTTTGGTGCCCAGT 



>RXC00861 

ATGGCTCCTCACAAGGTCATGCTGATTACCACTGGTACTCAGGGTGAGCCTATGGCTGCGCTGTCTCGC 
ATGGCGCGTCGTGAGCACCGACAGATCACTGTCCGTGATGGAGACTTGATTATCCTTTCTTCCTCCCTG 
GTTCCAGGTAACGAAGAAGCAGTGTTCGGTGTCATCAACATGCTGGCTCAGATCGGTGCAACTGTTGTT 
ACCGGTCGCGACGCCAAGGTGCACACCTCGGGCCACGGCTACTCCGGAGAGCTGTTGTTCTTGTACAAC 
GCCGCTCGTCCGAAGAACGCTATGCCTGTCCACGGCGAGTGGCGCCACCTGCGCGCCAACAAGGAACTG 
GCTATCTCCACTGGTGTTAACCGCGACAACGTTGTGCTTGCACAAAACGGTGTTGTGGTTGATATGGTC 
AACGGTCGCGCA 



>RXC00866 - upstream 

GCATCAACGTAGGAGATCCTCGACTTCCAATTATGGCTCCAAATGAGCAGGAACTTGAGGCTCTCCGAG 
AAGACATGAAAAAAGCTGGAGTTCTATAAAT 

>RXC008 6 6 

ATGAATGATTCCCGAAATCGCGGCCGGAAGGTTACCCGCAAGGCGGGCCCACCAGAAGCTGGTCAGGAA 
AACCATCTGGATACCCCTGTCTTTCAGGCACCAGATGCTTCCTCTAACCAGAGCGCTGTAAAAGCTGAG 
ACCGCCGGAAACGACAATCGGGATGCTGCGCAAGGTGCTCAAGGATCCCAAGATTCTCAGGGTTCCCAG 
AACGCTCAAGGTTCCCAGAACCGCGAGTCCGGAAACAACAACCGCAACCGTTCCAACAACAACCGTCGC 
GGTGGTCGTGGACGTCGTGGATCCGGAAACGCCAATGAGGGCGCGAACAACAACAGCGGTAACCAGAAC 
CGTCAGGGCGGAAACCGTGGCAACCGCGGTGGCGGACGCCGAAACGTTGTTAAGTCGATGCAGGGTGCG 
GATCTGACCCAGCGCCTGCCAGAGCCACCAAAGGCACCGGCAAACGGTCTGCGTATTTACGCACTTGGT 
GGCATTTCCGAAATCGGTCGCAACATGACCGTGTTTGAGTACAACAACCGTCTGCTCATCGTGGACTGT 
GGTGTGCTCTTCCCATCTTCAGGTGAGCCAGGCGTTGACCTGATTCTTCCTGACTTCGGCCCAATTGAG 
GATCACCTGCACCGCGTCGATGCATTGGTGGTTACTCACGGACACGAAGACCACATTGGTGCTATTCCC 
TGGCTGCTGAAGCTGCGCAACGATATCCCAATCTTGGCATCCCGTTTCACCTTGGCTCTGATTGCAGCT 
AAGTGTAAGGAACACCGTCAGCGTCCGAAGCTGATCGAGGTCAACGAGCAGTCCAATGAGGACCGCGGA 
CCGTTCAACATTCGCTTCTGGGCTGTTAACCACTCCATCCCAGACTGCCTTGGTCTTGCTATCAAGACT 
CCTGCTGGTTTGGTCATCCACACCGGTGACATCAAGCTGGATCAGACTCCTCCTGATGGACGCCCAACT 



>RXC00874 - upstream 

AGCTGTTCCCTACCATTGCTGAACGGGAGTGGATTGTCACTTTAGCCCCTCACGGATTCTTCTGGTTTG 
ATCTCACCGCC GAT G AAAAG G AC G A T AT G G A 

>RXC00874 

ATGAGCATTGGCCAACACATCATCACCGAGCGTTTCTACGGCGCCAAGTCCCACACCATCGACAACGTA 
GATATTGTGTTGTCCCGCGAATGTGGCGAGAACACTTTGGCTGTAGTGCGCATCAACAATGCGCTGTAT 
CAGTTGTTGGTCAATGATGATGGCAAAGATGTTCTCAACGACCACGTAGAAGAGGTCGGTGCGAGTTTC 
GGAGCATGGACTGGCAGCTCTGCTTTTCCCATTGGCCCTTTCACTCCACTCGGCACAGAACAATCCAAT 
AGCTCTTTCATCACCGCCGACAATAAAGCGATCGTGAAATACTTCCGCAAATTAGAATCCGGGCAAAAC 
CCCGATGTGGAGCTAATTTCTAAAATTTCCTCCTGCCCCAACATCGCGCCCATCCTGGGTTTTTCCTCC 
GCTGAGATCTCCGGGGCTAACTACACCCTGGTCATGGCGCAGCAGTACGTTCCAGGTTTGGATGGCTGG 
TCACACGCGCTGACTACTACCTCTGGCAGCTTTGCAGAGGATGCAGAAAAGATCGGCGAAGCCACCCGC 
AATGTTCACACTGCTCTTGCATCGGCCTTCCCTACTCGGGTAGTTCCCGTAGAAGCACTCGCCGATGCG 
CTCACTACCCGCCTTAATGAACTAATCTCCCAAGCACCCGAAATCGCCCGCTTCAAAGAAGCAGCCATC 
GACCTCTACCAATCGTTGGAAGGCGAAGCCCACATCCAACGCATCCACGGTGACCTCCACTTGGGGCAG 
CTCATCAAAACCCCCGAACGCTACATCCTCATCGATTTCGAAGGCGAACCTGCCCGCCCACTTAATCAA 
CGACGCCTCCCCGACTCTCCCCTGAAAGATCTCGCCGGCATCATCAGATCCATCGACTACGCAGCCTAC 
TTCGACGGCGAACACACCCAATGGGCCAACGAAGCCACCGCGCTATTCCTCGACGGCTACGGATCAATT 
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GAAGACCAAGAACTCCTCAATGCCTACATTCTGGACAAGGCGTTGTACGAGGTTGCCTATGAAATAAAC 
AACCGCCCCGACTGGGTGAAAATCCCACTCGAGGCGGTCGAAAGGCTTCTAGAC 

>RXC00874 - downstream 
TAGTTAGTTACTCTGCGTCAAAC 

>RXC00930 - upstream 

ACGGCGCACCACACATTTGGTGGTGTATTGAGGTATCTCTGGGCTGCGTGAGAAACCATTTTCCGGTGG 
AT GAT G G AAG C TAG AC G AC G AAAG G GAG CAT 

>RXC00930 

ATGTCTGGCCACTCAAAATGGGCGACTACCAAGCACAAGAAGGCTGCTAACGACGCCAAGCGAGGCAAG 
GAATTTGCCAAGCTGATCAAGAACATCGAAGTTGCGGCACGTACAGGCGGTGGAGATCCGTCTGCGAAC 
C C AAC G C T T GAT G AC AT GAT C AAG AAAG C C AAG AAG GC TTCTGTGCC G AAC G A T AAC AT C G AAC G T G C A 
CGCAAGCGTGGCTCCGGCGAAGAAGCTGGTGGCGCTGACTGGATGAACATCATGTACGAGGGATACGGC 
CCCAACGGCGTTGCCATGCTTATCGAGTGTCTGACCGACAACCGTAACCGCGCAGCTACCGAAGTTCGC 
ACCGCAATGACCAAAAACGGTGGCAACTTGGGCGAGTCCGGTTCCGTGTCCTACATGTTCACCC'GCACC 
GGTGTCGTCACCGTACAAAAGGGCGATCTTAGTGAAGATGACGTGCTCATGGCTGTTCTTGAAGCTGGT 
GCTGAAGAAGTCAACGACAACGGCGATCTGTTCGAGGTTACCTGCGCACCAACTGACATTCAGGCTGTT 
CGCGACGCACTCGTGGAAGCTGGCATTGAAGTAGAAGATTCTGAATCAGACTTCCGGGCATCTGTTCAG 
GTCCCCCTGGACGCTGACGGTGCACGCAAGATCTTCAAGCTTGTGGACGCGTTGGAAGATTCCGACGAT 
G T G C AAAAC G T C T AC AC C AAC AT C G AC T T GAG C GAT GAG G T T T T G AC AG AG C T G G AAAAC G AC 

>RXC00930 - downstream 
TAGTTCGTATTTTCCGCACTCCG 



>RXC00988 - upstream 

TAGCAGAAGACACCGATGTACAGTCCGGATCAGGTGTTGTGATCACCGGTTCAATCGTGACCGCCGGCG 
ATGCGCGCACGCTGTTTGGAAAGGAACCTGC 

>RXC00988 

ATGAGCAAGCGTGAAGAATCAATTGAGTACGGACCATTAGGCAAAGGCCACGATCCATTAAAGGATCCC 
ATGAAGGGTATCCGAGGTGTCATGGCCGGCACCTTAGTGATGGAAGCAATCACCTTAGGTCTTGTTCTC 
ACCGTGATTCTGCGCGTGGACGACGGCATCTACTGGACCACCTTCAACTGGGTCTATGTATCAGCAGTC 
GCGATCGCACACTTTGTTGCTGCATTTCTGCAAAGGTTTAGTTGGTCCATCCCGATGAACATCGTGCTG 
CAGGTTCTTGCACTTGCCGGTTTCTTTGTTCACCCCGCGATGGGCTTCGCCGCCATCATCTTCATCATC 
GCGTGGGCGTACCTGTTCTACCTGCGCTCTAATCTGATTGATCGCATGAAACGCGGGCTGCTTACCACG 
CAGCACAGC 

>RXC00988 - downstream 
TAAGCTTTAAGGCCCTCCGGGGC 



>RXC01021 - upstream 

CGAGAGGCTTTTTTGGCTCTAAGCCTTTTAGTCGTGCGAACGAAATCTTAAGCAGCCTCGGTGCCACCG 
AGATCGATTGGTCGCTGTAAGGTATCTGATT 

>RXC01021 

ATGTCCAGTTCCGAAAGCTCGCGTTCCGAAGGCTCGCAGCCAGCACCGTCTGTACAGCCTGAACGCCGT 
GCTGATTCAACGGGGGCTCCTGCGGCAGCTTCCAAGGAAGCTTCCCAACAAATGGACGCTGCCGGAGTT 
CTTGAGTGGGCCAGGACCGCTGTCGAGCAGCTTTCTGAACGTCGTGCAGAGATCAATGCACTGAATGTC 
TTTCCTGTTCCAGATGCAGACACTGGATCAAACATGACCTACACCATGACAGCTGCGTTGGATGAAGCG 
CTGAAACTGGGGGAGTTGGGTGATGTCGCAAGGATTACTGAGGCTTTGGCTGTTGGTTCTGTGCGTGGA 
GCCCGAGGAAATTCTGGAGTAGTCCTTAGTCAGGTCCTTCGCGCTATTGCTCAGGCAGCTGCTGACGGG 
GTTATTGATGGCCACACAATCCAAGAAGCGCTATCCATTGCTCGCTCCCTAGTTGATCGCGCAATTACA 
GATCCTGTGGAGGGCACTGTTGTCACTGTGTTGCGTTCT 



>RXC01088 - upstream 
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TGCCTTGAGTCTAATTCTCCCGCCCGTGCGATGGGTTTAAGCTGGACTGATAAACCTTTTGTGAACCGA 
ATTTTT T AAC T GAT T T GAAGAAG C GAGAATA 

>RXC01088 

ATGGGACTGTGGATCGATGCAACCGCTGGCGTTGCAGGGGATATGTTGCTGGGAGCACTCATTGATGCA 
GGTGCAGAACTAGAAAAAATCCAACAGGTTGTGGAAGCAGTCATCCCCGGTGACGTGCTCTTGCGCACC 
GAAGAGGTAGTGCGCCAAGGCCAACGAGGCATCAAGCTGCATGTGGACGCACAACATGAACACCATCAT 
CACCGCCACTTAAGCACCATTAAAGAACTGCTTGTCAATGCTGACATCCCTGAACAAACCAAGCAGGAT 
GCCTTAGGCGTTTTTGAACTCATCGCTATCGCTGAAGGAAAAGTCCACGGCATCGAGCCGGAGAAAATC 
CACTTCCATGAGGTAGGAGCTTGGGATTCCATCGCAGACATTGTGGGTGTGTGCGAAGCGATCAGGCAG 
CTTAACCCAGGTTTGATTGCTGCATCTCCGATTGCTTTAGGATTCGGACGCATCAAGGCAGCTCACGGA 
GATATTCCAGTGCCAGTTCCAGCCGTGGCAGAGCTGGTGAAAGGCTGGCCCACCCAAACCGGAGCTCTT 
ATGGAGAGCACCGAACCTGTTGGTGAATTAGCCACCCCAACTGGTGTTGCGTTGATCCGTCACTTTGCC 
ACCCAAGATGGCCCTTTCCCAGGTGGCATCATCAATGAAGTTGGCATTGGTGCAGGAACAAAAGATACA 
GAAGGCCGTCCAAATATAGTGCGCGCAATTTTGTTCAACACCTCTAGGAGTAACCCAGATACCCGCACA 
CTGGTGCAATTAGAAGCCAATGTTGATGATCAAGACCCACGGCTGTGGCCAGGAGTAATAGAGATCCTC 
TTTGCCGCTGGCGCAGTAGATGCATGGCTGACTCCAATTTTGATGAAGAAGGGCCGTCCTGCACATAGG 
GTGTCAGCATTGGTGGATAGCTCCGAGGTGGAAGCAGTGAAAACCGCATTATTTGCAGCCACCACGACT 
TTTGGGATCAGATCATGGGAAGTCGAACGAGAAGGCTTGGACCGTCGTTTCGAACAAGTCGAGGTGGAC 
GGACACACCATCAACATCAAAATCGGTTCCCGTGATGATCAAGTAATCAGTGCACAGTCCGAGTTTGAA 
GATATTCGGTCTGCAGCGGTGGCCTTGGGAATTTCAGAGCGGGAAGTTGTGGCAAGAATTCCGCAAGGC 
ACCACCGAG 

>RXC01088 - downstream 
T AAC AAC C AAAA G G T C G AC T G C T 



>RXC01096 - upstream 

ACCGTGAAACAAACCGGCGGTGCGTGCCACACTGGTGCCCACACATGTTTCGAC7\ATGACGTTTTGCTG. 
TAAAAGCAACAACGATTAAGGAAGAAATCTT 

>RXC010 96 

ATGAAGCCACGCGTGCTGTCAGCATTAGGCATTGGAGCTGGCGCCCTGGTTGTCTGGATCAGCTCACGC 
ATGAACTGGGTAACCATCGAGGCTTTCGACGATAAATCAGGTAGTGTCACCCAATCTATTGTGGGTGCA 
ACCTGGTCTACAGAAATCATGGCGCTTGCACTTGCTTTGCTCGCTGCCTTCGCCGCCGCGTTGGTGCTC 
AAGCGCATGGGTCGGCGCATCATTGGTGGTATTTCGGCGCTGATCGCGGTGGGTGCCAGCCTGTCTCCA 
CTCGCGCTTCTCACCCAAGACCCAGACGCAGAACGGGCCCGAACCCTGCTGACCTCCGGTGTGGCCTCA 
CAGAAGGCTAATTCCGGAACCCTGCTGTCTGATTGGGCGGAGATCATCAATACCACCACCCATCCACTG 
GCGGCAGTGGTAGCCATGATTGGCTGCGCGCTA 



>RXC01158 - upstream 

TAGGACGTTCAAGGAATTGGCTGAATCAACAAGCGCCAAGGTGGTTAAGCGCCCTCGGCGAGTTATCTC 
AAAAAAG AAG AAG AAG T C T C C T AC G GG AG AG 

>RXC01158 

ATGTCCATTGTTGAGCACATCAAAGAGTTTCGACGCCGACTTCTTATCGCTCTGGCGGGCATCCTCGTG 
GGCACCATTATCGGCTTTATTTGGTACGATTTCTCATTTTGGCAGATCCCCACTTTGGGCGAGCTGCTG 
AGGGATCCGTACTGTTCTCTGCCTGCTGAATCCCGCTGGGCCATGAGCGACTCAGAGGAATGTCGACTG 
CTCGCAACCGGCCCGTTTGATCCATTCATGCTTCGCCTTAAAGTAGCGGCGTTGGTGGGTATGGTTCTT 
GGCTCACCCGTGTGGCTGAGCCAGCTGTGGGGCTTTATCACCCCAGGTTTGATGAAGAATGAGCGCCGT 
TACACCGCAATCTTCGTCACGATTGCTGTTGTGCTGTTTGTCGGCGGTGCTGTTCTTGCGTACTTCGTC 
GTTGCATATGGTTTGGAGTTCCTCCTTACCATTGGTGGAGACACCCAGGCAGCGGCCCTGACTGGTGAT 
AAGTACTTCGGATTCTTGCTCGCGTTGTTGGCGATTTTCGGCGTGAGCTTCGAAGTTCCACTGGTGATC 
GGCATGCTCAACATTGTGGGTATCTTGCCTTACGATGCCATTAAAGATAAGCGACGCATGATCATCATG 
ATTTTGTTCGTGTTCGCTGCTTTCATGACACCCGGCCAGGATCCTTTCACCATGTTGGTGTTGGCGCTT 
TCACTCACCGTTCTGGTAGAGCTTGCCCTGCAGTTCTGTCGCTTCAACGACAAACGCCGGGACAAGAAG 
CGCCCAGAATGGCTTGATGGCGATGACCTCTCTGCATCACCACTGGATACTTCTGCTGGTGGAGAAGAT 
GCTCCAAGCCCAGTCGAAACCCCAGAGGCGGTGGAGCCTTCGCGGATGCTGAACCCAAGTGGGGAGGCG 
TCGATAAGCTATAAACCCGGGCGCGCCGACTTCGGTGACGTGCTC 
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>RXC01158 - downstream 
TAGGGCCTAGCCAGGTACCCTTA 

>RXC01191 - upstream 

CGCTGCTTTCACGCAACTGAAACCGCACCGGATCAAGTTATTTGGGGTTGTTCTTTGTGGCGTGTTGGT 
GGCCGTCGCGGGGTTGGTAGGGCCCTGGGCG 

>RXC01191 

GTGGGTGGACTCGTCGATAAGCTCCTTGCAACCCCGAGCATGCGCGACGTTGTAGTGTTCGCGCTGCTT 
ATCGTGGCTGGCGGCGTTGTTTCGAGCCTGGGCACGTGGTGGGGCAGCGCGCTGATGGCGCGCGCGTTG 
GAGCCGGCGATCGCGGGGCTGCGCGAGGATGTGTTGCGCGCGGCGGTGAGTTTGGATGCGAACACGATT 
GAAACGGCGGGGCGCGGCGACGTGATTTCGCGTATCGCGGATGATTCGCGGGAGGTGTCCACTGCGGCG 
AGCACCGTGGTGCCGCTGATGGTGCAGGCGGGCTTTACCGTGGTGATTTCCGCGTTTGGCATGGCGGCG 
GTTGATTGGCGCCTCGGCCTTGTCGGTTTGGTCGCGATCCCGCTGTATTGGACCACGTTGCGCGTCTAT 
TTACCCCGCTCAGGTCCGCTTTATACGCGTGAGCGCGAGGCCTTTGGGGTGCGCACGCAGCGGCTTGTC 
GGCGCAGTCGAAGGCGCGGAAACCTTGCGCGCTTTCCGCGCAGAAGATACAGAATTAAAGCGTATCGAC 
GCAGCCTCCGGCGAAGCCCGCGACATTTCCATTTCTGTTTTCAGGTTCCTCACATGGGCATTTTCCCGC 
AACAACCGCGCGGAATGCATCACCCTCGTGCTCATCTTGGGCACCGGCTTTTACCTGGTCAACATCGAT 
CTGGTCACCGTCGGCGCAGTCTCAACCGCCGCACTGATCTTCCACCGACTCTTCGGTCCAATCGGCACG 
CTCGTGGGCATGTTCTCCGACATCCAATCCGCCAGCGCATCGCTGATCCGCATGGTGGGCGTTATTAAC 
GCGGCATCGAACCAGGTCAGCGGCACCTCGCCGGCGTCTGCCAGCACCGCTTTAACGCTTTTCGACGTC 
TCCCACCACTATCACACTGCACCCGTCATCAAGAATGCATCCGTGCAGCTGGAACCAGGGGAACACATC 
GCCATTGTGGGTGCGACCGGCGCTGGTAAAAGCACGCTCGCCCTCATTGCGGCAGGCCTGCTCAGCCCA 
ACTTCCGGGCAGGTGGCTCTCGGCGGATCGAGTTTTTCTAACGTCGAACCGGAAGCATTGCGCCAGAAG 
ATCGCGATGGTCAGCCAAGAAATCCACTGCTTCCGAGGATCTGTTTTAGATAATCTTCGTATCGCACGC 
CCCGAAGCCACCGATGCGGACATCCACGCCGTTCTCGCCGATATTGGTGATTCCTGGTTGGAGCGCTTA 
CCGCAAGGCATAGACACCATCGTGGGTGATGGCGCTTTCCGTTTAACCTCTGTGGAAAACCAGATCATG 
GCGCTTGCTCGCGTACATTTGGCCGACCTAGCAATCGTCATCCTTGATGAAGCAACGGCTGAATCAGGC 
T C T GAT CAT G C AAAAC AGC T T G AAG AT GC AG C CC T T AAAG T C AC T G AAAAC AG AT C AGC C AT C AT C G T G 
GCTCACCGCCTCAACCAAGCGAAAACCGCCGATCGCATCATCGTCATGGACTCCGGAGAAATCATAGAA 
TCTGGAACCCATGAAGAGCTTCGAGCGATCGGCGGCCGATATGAACAACTGTGGACTGCGTGGTCTGCG 
CGC 

>RXC01191 - downstream 
TAATTAGCCACCCAAGACCACGC 



>RXC01207 - upstream 

CTTCATGATCTCACCGGCAGAGCGCGTTTTGTTACAGCGCGTAAACTGTGACTTTGAAAAATTTTTGAA 
CAAT C C G T AC AC C AAC T T C AG G AG AAAAAC A 

>RXC01207 

GTGAGCAGAATCTATGACTGTGCCGACCAAGACTCCCGTGCAGCAGGCCTAAAGGCGGCTGTCGATGCA 
GTCAAAGCCGGTCAGCTCGTTGTCCTTCCCACGGATACCCTTTATGGACTCGGCTGCGACGCTTTCAAC 
AACGAGGCAGTAGCCAACCTTCTGGCCACCAAACACCGTGGCCCCGATATGCCCGTTCCAGTGCTCGTC 
GGCAGCTGGGACACCATTCAAGGACTTGTGCACTCCTATTCTGCGCAGGCAAAAGCGCTTGTGGAGGCG 
TTCTGGCCTGGTGGACTGTCCATCATCGTTCCGCAGGCACCAAGCCTTCCGTGGAACCTTGGCGATACC 
CGTGGCACCGTAATGCTGCGCATGCCACTGCACCCAGTTGCCATTGAATTGCTGCGCCAAACCGGACCA 
ATGGCTGTCTCCTCCGCCAACATCTCCGGACATACTCCTCCAACCACCGTGCTGGAGGCTCGTCAGCAG 
CTCAACCAAAATGTCGCTGTCTACCTCGATGGTGGCGAATGCGCGCTGGCCACCCCTTCAACCATCGTG 
GATATTTCAGGCCCCGCACCAAAGATTTTGCGTGAGGGTGCCATCAGCGCAGAACGCGTTGGCGAAGTA 
CTTGGAGTGTCGGCAGAAAGCCTGCGC 

>RXC01207 - downstream 
TAAATGGGAGTCGGTTTCGCGGG 



>RXC01434 - upstream 

GGTTTCCTGCGCACCGTGATGATTGGTGCGGCGCTGTCGCCGGCCATCGCTTCGGCGTTCAACACTGCC 
AAC AC G C T G C C C AAC C T GAT C AC T G G AAA T C 
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>RXC01434 

GTGTTGGGTGCGGTGCTGACATCGCTGGTTATTCCGGTCCTTACCCGCGCGGAAAAAGAAGACGCCGAC 
GGCGGTTCCGGGTTCTTCAGGCGGCTGCTCACCCTGTCGGTGACGCTGCTGGGTGGTGTCACCATCCTG 
TCGATTATCGGCGCGCCGCTGCTGACACGGATGATGCTGTCCTCTGAGGGACAAGTCAACGTGGTCATG 
TCCACGGCCTTTGCGTATTGGCTGCTGCCACAGATTTTCTTCTACGGCCTGTTTGCCCTGTTCATGGCT 
GTGTTGAACACCCGTGAAGTGTTCAAACCCGGCGCGTGGGCACCTGTTGTCAACAATGTGATCACCTTG 
ACCGTGCTGGGCGTGTACATGGTGCTGCCTGCGCGTTTGCACCCGCATGAGCAGGTGGGCATTTTTGAT 
CCGCAGATCATTTTCCTCGGCGTGGGCACCACCCTTGGTGTGGTTGCACAGTGTCTAATCATGATTCCG 
TACCTGCGTCGCGCGGGCATTGATATGCGCCCTCTGTGGGGTATCGATGCGCGTTTGAAGCAATTCGGT 
GGCATGGCGATGGCGATCATCGTGTACGTGGCAATCTCCCAGTTCGGTTACATCATCACCACTCGCATT 
GCGTCGATTGCAGACGATGCTGCGCCGTTTATTTATCAGCAGCACTGGATGTTGCTGCAAGTTCCTTAT 
GGCATCATCGGCGTCACCTTGCTCACCGCGATTATGCCGCGACTGTCCCGCAACGCGGCAGACGGCGAT 
GATAGGGCAGTAGTCTCTGACCTTCAGTTGGGTTCCAAGCTAACCTTCATCGCACTGATCCCCATCGTG 
GTGTTCTTCACCGCCTTCGGTGTCCCTATTGCCAATGGCCTTTTTGCCTACGGCCAATTCGATGCCAAC 
GCCGCCAACATCCTTGGTTGGACTCTGAGCTTCTCTGCTTTCACGCTGATTCCTTACGCTTTGGTGCTG 
CTACATCTGCGTGTGTTTTATGCGCGTGAAGAGGTCTGGACCCCAACCTTCATCATCGCCGGCATCACC 
GCCACCAAGGTCGTGCTTTCCCTGTTGGCACCGCTGCTGTCGAGCTCCCCGGAGCGTGTGGTGGTGCTT 
CTTGGTGCGGCCAACGGTTTCAGTTTCATCACCGGCGCGGTCATCGGCGCGTATCTGTTGCGCAACAAA 
CTCGGCCTGTTGGGTATGCGCTCTTTGGCTAAAACCTCCCTGTGGGCGTTGGGCTCTGCGGCGGTTGGT 
GCAGCAGCAGCATGGGCGTTGGGGTGGCTGATTCAAGCCGTCGTGGGCGATTTCTTGCTGGGCACTCTA 
AGCTCCGTAGGCTACTTGTTGAACCTGGCTGTGTTGGGTGTCTTCTTCATCTTCGTCACCGGCATCGTG 
TTGTCACGTTCTGGTTTGCCGGAGGTCCAAAACTTGGGCCAGGCACTGACCCGCATCCCAGGTTTGAGC 
CGGTTTATTCGCCCGAATACCAAGATCTCTTTGGATGTCGGCGAAGTCTCCGAGCAGGATTTCTCCACC 
CAGCTGGTCGCGCCAAGCGAGTTCGCAGCAACCCCTGTGCCGCCACCGATGTCCGCCGGTATTGTCCGC 
GGACCTCGCCTGGTTCCCGGCGCCCCAGTCGGCGACGGTCGTTTCCGTCTGCTCGCCGATCACGGCGGC 
GTCCAAGGCGCGCGTTTCTGGCAGGCCCGCGAGATCGCCACCGGCAAGGAAGTCGCGCTGATCTTTGTG 
GATACTTCCGGCAACGCCCCATTTGCGCCACTGTCTTCGGCAGCCGCAGCGGGCATCGCCTACGAGGTG 
CAGCGCCGCACCAAGAAGCTGGCCAGCTTGGGCAGCTTGGCGGTAGCCCCCAACATCCACTCCGAGGCG 
TACCGCAACGGTTGCCTCATTGTGGCCGATTGGGTGCCTGGCTCCAGCTTGAGCGCCGTCGCGGAATCC 
GGTGCCGATCCCCGCGCCGCCGCGTTCGCGCTCGCGGAACTAACTGAAACCATCGGCGAGGCCCACGAG 
ATGGGTATCCCGGCCGGCTTGGACAACAAGTGCCGAATTCGTATCAACACCGACGGCCATGCCGTCCTC 
GCCTTGCCGGCGATTTTGCCCGATGCCTCAGAGCTCCGCGACGCCAAGTCCCTGGCCTCGGCCGCCGAG 
ATGCTTATCGACGCGACCCTCGCTCCCAGCGACGTCAAGGCAATGGTCACTGAAGCCCAGGGGCTAGCT 
ACAGAAGACAATCCCGATTACGCATCACTTGCCATGGCGATGCGCACCTGCGGACTGTTCACCGAGGAA 
CCAACCCACCTTGTGGTGAAGAAGGAAAAGACACCAAAGCCTGCGACACGTGATGGTTTCGGTGCCTCC 
GACTACACCGTCAAGGGCATGGCAGCCATCGCCGCTGTGGTGATCATCTTGGTTTCCC.TGGTGGCCGCC 
GGTACCGCGTTCCTCACCAGCTTCTTCGGCAGCAGCACCAACGAACAATCCCCGTTGGCCTCTGTTGAA 
GCCACCACCTCTGCAACACCAGAACCTGTGGGGCCACCGGTCTACCTGGATCTGGATCAAGCCCGCACG 
TGGGATGACGGTGCAGGAACAGATGTCACCGACGTCACCGACGGCAACACCTCCACCGCATGGACCTCC 
ACCGGCGGCGACGGCCTCCTAGTTGACCTGTCCACGCCTGCCCGCCTCGACCGCGTCATCTTGACCACC 
GGCACCGGCTCCGACAGCAACGTGACCTCGACCGTGAAGATCTACGCATTCAACGACGCCTCACCACAC 
TCCCTGTCGGAAGGCATCGAGATCGGCACCGTGGATTATTCCGGCCGCAGTCTCAGCCACAGCATCCGC 
GATTCCTCCAAGCTTCCGGGTCAGGTGGAATCCGTGGTGATTCTGGTCGATGAGGTTCGTTCCTCACAA 
AC C T C AG AC AC C AA T C C AC AG AT G C AG AT C G C T G AAG T AC AAC TTGTTGGTTGG 

>RXC01434 - downstream 
TAAATTACGCGTTTGTGATTGAC 



>RXC01518 - upstream 

AGCAGAACCTGATGCCGTCCTGCACGGCACGACCATTGCAGAACATGTGGATAATCTTGATCCCACAGA 
CAT T G AAG G T G T C AC C AAG AT T T AAG GAG T C 

>RXC01518 

GTGGCTTTCATGCAGAAAACGTCAGCGGGTTGGTTGATCGCAACGGGAGGTTTCCTCGCCGCTGTGTCC 
GCCATTTTGACGTGGCGTTTTTATGGATCCATGACCTCTATTTCCATCACGGTATCCATCACTTTTTGG 
TTGTTGGCCGTGGTGTGTGGTTTCGCAGGTGTGAAGGTCCAAGGTCGCCTCGATGAGGGGCTGATCGGC 
CAGGACAAATCCCAAATGAACCCCGTGACCATTGCCTATCTGGCCATGCTGGGTCGAGCGTGTGCGTGG 
GGTGGCGCAATTTTCGGCGGCGTTTATGTGGGAATTGGCAGTTATGTAATCCCACGCGCCGGTGAGTTG 
TCCGCAGCATCGAATGATCTTCCGGGAGTTATTGCCTGTGCGCTGGGCGGAATCGCACTCTCAGCTGCC 
GGACTTTATTTAGAGCGAAGCTGTGAGGCTCCGCCTCCCCAATCTGGCGAAGCGATCAGC 
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>RXC01518 - downstream 
TAG AT T G GAAT T CAT GAAT CAAG 

>RXC01600 - upstream 

TGAGTACAAATCTCGTCCAACCCATGCTCATCCACTGTTTTACGGCCTGGTGAAGACCGCTTTGGAGCT 
GCGTGTCCACCCTTAGATCTACAATGTGATC 

>RXC01600 

ATGGTTTCGAAGATGCACATTCCCGGTACCCATGAGTTCACGGTGACAGATACTGAACTGTTGTTAGAG 
TCCCCAATTTTGGGCGTTCGTCGAGATTCATTGATCATGCCGGGTGGTTCCACTGCCCGCCGTGAAGTG 
GTTGAACACTTTGGGGCGGTCGCAGTGGTTGCCTTTGATGGTGAAAACATTGCGATGGTCAAGCAGTAC 
CGTCGCAGCGTGGGGGATTCCTTGTGGGAGCTGCCTGCAGGTTTGTTGGATATTGCTGATGAGGATGAA 
CTCACGGGCGCGCAGCGCGAGCTCATGGAGGAGGCTGGTTTGGAGGCCAGTGAGTGGTCCGTGCTCACT 
GATTTGATTACCTCGCCTGGTTTCTGCGATGAAGCGGTGCGTGTCTTTCTAGCCCGAGGCCTCACAAAG 
GTTGAGCGCCCGAAGGTTATGGGCGATGAAGAAGCGGACATGATTAACCAGTGGGTTCCGCTACATGAG 
GCAGTGGGAATGGTGTTTAGTGGCCAGTTGGTTAACTCCATTGCCATTGCGGGTGTCATGGCTGCTGAT 
GCTGTGATTGCGGGTCGTGCGTCTGCGCGTGCCGTCACCGCGCCGTTTACCTATCGCCCTACGGCGTTG 
GCGCAGCGTCGAAAAGCGCACGGCATTGTTCCTGACATGAAAAAACTA 

>RXC01600 - downstream 
TGAAGGCTCGCGTTTTAGCGAAA 



>RXC01622 - upstream 

AAGGCGTGGGCGTTTTTGAAGGAGCTTCGTTTGGAGCGCGGTCCTTTGGATCGTGAAGTTGCCATCGCA 
GAG C T G AAG AG C T G G T G G G AAG G AG AAAAC A 

>RXC01622 

ATGAGTGATTTTTATGCCGACAGGTTGTTTAACGCGATGGAGCGCAATGAGGTAGCTCCAGGCATGTTG 
TTGGTGGCTGCGCCCGATATGGCGTCGGAGGATTTTGAGCGCAGCATCGTGTTGATCATCGAGCATTCT 
CCTGCCACCACTTTTGGTGTGAACATTTCTTCACGTTCCGATGTTGCTGTGGCCAATGTGTTGCCCGAG 
TGGGTGGACCTCACCTCGAAGCCACAGGCACTGTACATCGGTGGGCCGTTGAGCCAGCAGGCTGTGGTT 
GGTTTGGGCGTGACCAAGCCGGGCGTGGATATTGAAAATTCCACCAGCTTCAACAAGCTCGCCAACCGC 
CTGGTGCACGTGGATCTGCGTTCTGCACCTGAAGATGTGGCTGATGATCTTGAGGGCATGCGCTTTTTT 
GCGGGCTACGCGGAGTGGGCTCCGGGCCAGCTCAACGAGGAAATTGAGCAGGGTGATTGGTTCGTCACA 
CCTGCGTTGCCGTCGGACATTATCGCGCCGGGCCGCGTCGATATTTGGGGCGACGTGATGCGTCGACAA 
GCAATGCCTTTGCCGTTGTATTCCACGTTTCCGTCGGACCCTTCAGATAAT 

>RXC01622 - downstream 
TAG AT GAG T T C C GAAAAT T T AAA 



>RXC01656 - upstream 

TCGGCAAGCATGGCTTCATCGTCCTCAAAAAAGTGGTCTAATGCAAGTGACTGAAAGTGGATCTACCGC 
TAGTCCACTTTGTGGCGTTGGATCATCTGTC 

>RXC01656 

ATGACCGAAACTCAAGAAACTTACCAAGCAACCACTCGTGTGAAGCGCGGCCTTGCCGACATGCTCAAG 
GGTGGTGTGATCATGGATGTGGTCACCCCTGAACAAGCGCGCATCGCCGAAGATGCAGGTGCCAGCGCA 
GTTATGGCACTCGAGCGCGTTCCCGCCGATATCCGTTCTCAGGGCGGCGTTGCTCGCATGAGTGATCCT 
GACCTGATCGAAGGAATCGTCAATGCGGTCTCCATCCCGGTCATGGCGAAAGCTCGCATCGGTCACTTC 
GTGGAAGCTCAGGTTCTGGAAGCTCTCGGTGTTGATTTCATCGACGAGTCCGAAGTTCTCAGCCCTGCC 
GACTACACGCACCACATCAACAAGTGGAAGTTCGACGTTCCTTTCGTCTGTGGCGCGACCAACCTCGGC 
GAAGCTTTGCGACGCATCACCGAAGGCGCTGCAATGATCCGTTCCAAGGGCGAAGCCGGCACCGGCGAT 
GTCTCTGAAGCTGTCCGTCACCTGCGCACCATCCGCGGCGACATCAATCGCCTGCGCTCCCTGGATGAG 
GATGAACTCTTCGTCGCCGCCAAGGAATTCCAGGCACCATACGACCTGGTCCGCGAAGTCGCCTCCACC 
GGCAAGCTCCCTGTGGTCACCTTCGTTGCAGGTGGCGTCGCAACCCCAGCCGACGCTGCACTCGTGCGC 
CAAATGGGCGCCGAAGGCGTCTTTGTCGGCTCCGGCATCTTCAAATCCGGCAATCCAGCCGCCCGCGCC 
GCAGCGATCGTCAAGGCTGCAACGCTTTTCGACGACCCCTCCGTCATTGCCGACGTATCCCGCGGCCTG 
GGTGAAGCCATGGTGGGCATCAACGTATCCGACGTTCCAGCACCACACCGACTCGCCGAGCGCGGCTGG 
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>RXC01656 - downstream 
TGATCGTTGGAGTTTTAGCTCTC 



>RXC01709 - upstream 

GCAAGTGGAACCACGATGGGAACGGTAACTGCTGCCGCTGCGGTATTACTCGTAGTTTCAGAAATTAGG 
TGTCGATGCAGCAATACGGAACTTTGCCAAT 

>RXC01709 

GTGTTTGAACAAGCTCTCGGGCTCACCACCCTTGCACAAACAGCTGGAGCGGGCGCAGCGGGGGGCTTG 
GGTTTCATGGCAATGGCGTTGTTGTCTGCAGGGATGCGCTCCGGCGTGGACATGATTCTTAATGAAACC 
GGGGGTGAAAAGATGCTTGCACAGGCAGATTTAGTCATCACTGGAGAAGGACGCATTGATGCACAGACC 
CTCAGCGGGAAAGCTCCTACTGGAATCGCCAAACGGGCACGTGCGAAAGGAATTCCAGTACTGGCGGTT 
TGTGGGCAGAGCCTATTGGGTCCAGCAATCTCAAATGAGCTATTTGAAGACATCTACAGCTTTACCGAT 
TTCGAATCTGACATCAATGAATGCATTCGAAACCCGCTCCCAATTTTGGAAGGTATCGGTTTTAACATC 
GCCAAACATCATCTGAGT 

>RXC01709 - downstream 
TAGCGATATTTCAGCAAACCGAT 



>RXC01711 - upstream 

TCTCGTGAGTTTCTCCCCGGTAGCACCTTCTATATCAGCCCCCACGCCGCGTCGGAGCAGGTGGGATAG 
CATCGGCAACGCGGTTGCATGGCCGTTGGCC 

>RXC01711 

ATGTTGTTGATGGCGCATCGCTTCTTCGTGCTTGCGATTAACGGCGCAGTCACCGACGATTTCACGACG 
GTTTATAGTGCTTTACGACGTTTCGTTGAAGGTATTCCGGTCTACAACGAGGTCTACCACTTCGTCGAT 
CCGCACTACCTCTATAACCCGGGCGCCACCCTCCTATTGGCACCATTGGGATATATCACCCATTTCACG 
TTGGCTCGGTGGATGTTCATCGCGGTGAACCTCCTTGCCATTGTTTTAGCGTTCGGGCTGCTGACCAGA 
CTCTCCGGTTGGGCGCTGCGCAGCATGGTGTGGCCGATTGCGATCGCCTTGGCGATGCTGACAGAAACC 
GTGCAAAACACCCTCATTTTCTCCAACATCAACGGCATCCTGCTGCTCATGTTGGCGATTTTCCTGTGG 
TGCGTGGTGCACAAAAAATCCTGGTTGGGCGGACTAGTCATTGGTTTGGCCATTTTGATCAAACCCATG 
TTCCTGCCACTTCTCTTCCTACCTTTGGTGAAAAAGCAATGGGGATCGCTCATCCTCGGCATTTTAACC 
CCAGTGATTTTCAATGCAGTGGCCTGGTTCTTAGTTCCGGGAGCATCTGAATACGTCACCCGCACGATG 
CCCTACCTTGGTGAAACTCGAGATTTTGCCAACAGCTCACTCCCAGGCTTGGCCATCTATTTCGGAATG 
CCCACCTGGATGGAAATCACCTGGTTCCTCATCTTCGGCGCAATGGTCGGCCTCGCAGTGCTGGCACTC 
CTGAGATTCCGTAACACCGAGCCATACTTCTGGGCAGCAACCACCACCGGTGTACTCCTGACTGGCGTA 
TTCTTCCTGTCCTCACTGGGACAGATGTACTACTCCATGATGATCTTCCCTATGATCTTCACCCTGCTC 
GGAAGCCGATCCGTATTCCACAACTGGGTTGCCTGGGTCGCCGCCTACTTCTTACTATCCCCTGACACT 
TTCACCTCCCAGCGACTACCCGATGTAGCCCGCTGGATGGAATTTTTCAGCGCGACCGTTGGTTGGGGA 
CTATTGATAGTGGTTACATTTGTCTCGGCGCTAATCTGGTTTATTGGTGATATCCGAGCCAAGGGAACT 
CCGAGCTCACCCATTACCACTGATCCAACGCACGACCATCTTGAGAGGACAGCA 

>RXC01711 - downstream 
T G AC AG AC T T C AAA C T CAT C AG C 



>RXC01715 - upstream 

ACATGTTGTTGGAACATGCCGGCAGAGCCGACACTACGATTCATTCGCTAAAGGGTCTGGCCACTGACA 
CTGGCAAAGATCCACGAAAGGAAGTTACCCT 

>RXC01715 

GTGAGCGAGCTCGATATTAAACAGCTC/^ACAAACTGCAGCGCTACTCTCAGTGGGCGGTGTTCCGTGCT 
ATTCCTGGAGCGCTCGATGATGATCGCACAGAAGTCACTGACCAAGCAGCCAAGTTCTTTGCCGACCTT 
GAAGCAGAAGGCAAAGTCACTGTCCGTGGCATTTACAACGCCTCCGGCCTGCGCGCAGACGCTGACTAC 
ATGATCTGGTGGCACGCAGAAGAATTCGAAGACATTCAGAAGGCCTTCGCTGATTTCCGCCGCACCACC 
ATTTTGGGTCAGGTTTCTGAGGTCTTCTGGATCGGAAACGCTCTCCACCGTCCATCTGAGTTCAACAAG 
GCTCACTTGCCTTCATTCATCATGGGTGAAG7\AGCAAAGGACTGGATCACTGTTTACCCGTTCGTGCGC 
AGCTACGACTGGTACATCATGGAGCCCTTGAAGCGTTCCCGCATTCTCCGCGAGCACGGACAAGCTGCT 
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GTGGAATTCCCAGATGTTCGTGCCAACACTGTGCCGGCTTTCGCACTGGGTGACTACGAATGGGTGCTG 
GCTTTCGAGGCTGATGAGTTGCACCGCATTGTCGATTTGATGCACAAGATGCGTTACACCGAGGCTCGC 
CTCCACGTCCGTGAGGAGCTGCCATTTATTTCTGGACAGCGCGTCGACATTGCAGATCTGATTAAGGTT 
CTTCCT 

>RXC01715 - downstream 
TAAAAGCTGCTTTTCTAAACGAT 



>RXC017 96 - upstream 

ATGTAACTCGATCAGGTGGAAATGCCCGCAAAAGTGGCGGCGGTGGCCGAGGGATGGCCGTTGGTGCGG 
CATCGGTGGCCTGCTACTAGTCGGGCTCTTC 

>RXC01796 

TTGCTCCTTGGCGGTAACCCTGCCGAGATCGACCAGGTTTTAGGTGGCGATCAAACCCAGATCGAGTCT 
GGAGAGTCCACCGGAGCCGGCGACTTTGATCACTGCCAAACCGGCGCAGATGCCAACGCCAGTGATGAT 
TGTCGCCTTTACTACACCTCATTCTCCGTCAATGAAATGTGGCAGACTTTGCTTCCAGCTCAGGCTGGT 
ATCGAATACACCGAGCCGACATTGACTCTTTTCAAAAACTCCACCCAAACCGGCTGCGGTTTCGCTTCT 
GCGTCCACTGGGCCGTTTTACTGTCCGTCAGACCAAGATGCTTATTTTGACTTGACTTTCTTCGATCAG 
ATGCGTCAGTTCGGTGCAGAAAACGCCCCGCTTGCCCAGATGTACATCGTGGCGCACGAGTACGGCCAC 
CACGTCCAAAACCTCGAGGGCACACTCGGACTGTCCAATTACAACGATCCGGGCGCTGATTCCAACGCC 
GTCAAGATCGAGTTGCAGGCCGATTGCTACGCAGGCATTTGGGCTAATCACTCCAGCGAAGGCCCGGAT 
CCGCTACTCCAACCCATCACCGAATCTGAGCTAGATTCCGCTCTCCTTGCTGCAAGCGCCGTGGGCGAC 
GACAATATCCAGCAACGATCCGGTGGCGATGTCAATCCTGAAAGCTGGACTCACGGCTCATCGCAGCAG 
CGCAAAGACGCGTTCCTCGCCGGCTACAACACCGGCCAGATGAGCGCCTGCGACTTCCTCGGCCGGGGC 
GTCTACAACGACGCT 

>RXC01796 - downstream 
TAAAGCATTGCTTTTCGACGTCT 



>RXC01942 - upstream 

GCCGCGAAATTCGGTGAAATTGAAGGTATTCCTGCAGATCAGGCAAATTCTTCCACGACTGTGATCAAG 
GTCAACGGCAAGAACGAGTAACCTGGGATCC 

>RXC0194 2 

ATGTTGCGCATTGGACTAACAGGAGGGATCGGCAGCGGTAAATCTACCGTTGCCGATCTTTTGTCATCT 
GAAGGATTTCTCATCGTCGACGCGGACCAAGTTGCCCGCGATATCGTCGAACCCGGACAACCGGCATTA 
GCAGAGCTAGCTGAAGCTTTTGGCCAAGACATCTTAAAACCCGACGGCACTCTAGACCGCGCGGGATTA 
GCAGCCAAAGCATTTGTCAGCGAAGAACAAACAGCGCTGCTCAATGCCATTACCCACCCTCGTATCGCC 
GAAGAGTCAGCTCGTCGATTCAACGAAGCCGAAGATCAAGGCGCCAAAGTTGCGGTTTATGACATGCCT 
TTGCTTGTAGAAAAAGGCCTTGACCGCAAGATGGACCTTGTCGTCGTAGTTGATGTTGACGTAGAGGAA 
CGCGTCCGCAGACTTGTGGAAAAACGTGGCCTCACAGAGGACGACGTGCGGCGTCGAATCGCTTCTCAA 
GTGCCCGACGACGTCAGACTTAAAGCCGCTGACAT-CGTTGTGGACAATAACGGCACGCTAGAGGACCTT 
CATGCTGAAGCAAGCAAGCTGATTGCTGAGATTCTTAGTCGCGTGAAT 

>RXC01942 - downstream 
TAGCACTAAAACATCGTCAAAGT 



>RXC01946 

ATCCGCAAGTACTCCAGGCTCGAGGAACAATTCCAGTCGCTCGGCGGCTACGAAGCTGACGCCGAAGCA 
GCCCAGATCTGCGACAACCTCGGCCTCGAGGCACGCATCCTCGACCAGCAGCTTAAAACCCTGTCCGGC 
GGCCAGCGCCGCCGCGTCGAGTTGGCGCAGATCCTCTTCGCCGCCACCAACGGCTCCGGCAAATCAAAA 
ACCACATTGCTTCTCGACGAGCCCACCAACCACTTGGACGCAGACTCGATCACCTGGCTCCGTGACTTC 
CTGGCGAAGCACGAAGGTGGACTGATCATGATTTCGCACGACGTCGAACTGCTTGGCGCCGTATGTAAC 
AAGATTTGGTACCTCGACGCAGTACGCAGCGAAGCCGATGTCTACAACATGGGCTTTAGCAAATACGTC 
GATGCACGTGCACTCGATGAAGCACGCCGACGCCGTGAGCGCGCAAACGCCGAAAAGAAGGCCGGAGCC 
CTCAAGGACCAGGCTGCACGCCTCGGCGCGAAAGCAACCAAGGCTGCCGCAGCTAAGCAGATGATCGCC 
CGTGCGGAACGAATGATCGACAACCTCGACGAAATCCGCGTAGCTGACCGCGCCGCCAACATCGTTTTC 
CCAGAACCAGCACCCTGTGGAAAAACCCCACTCAACGCCAAGGGCCTGACCAAGATGTACGGCTCCCTC 
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GAAGTCTTCGCCGGCGTCGACCTAGCCATCGACAAAGGCTCCCGCGTAGTCGTCCTCGGATTCAACGGT 
GCAGGTAAAACCACCCTGCTCAAACTCCTCGCCGGTGTGGAACGCACCGACGGCGAAGGCGGCATCGTC 
ACCGGATACGGCCTCAAAATCGGCTACTTCGCCCAGGAACACGACACCATCGACCCCGACAAATCCGTC 
TGGCAAAACACCATCGAAGCCTGCGCCGACGCCGACCAACAAAGCCTCCGCAGCCTCCTCGGATCCTTC 
ATGTTCTCCGGCGAACAACTCGACCAACCAGCAGGAACACTCTCCGGCGGTGAAAAAACCCGCCTCGCA 
CTGGCCACCCTCGTGTCCTCCCGCGCAAACGTCCTGCTTCTCGACGAGCCCACCAACAACCTTGACCCG 
ATCTCCCGCGAACAGGTCCTCGACGCACTGCGCACCTACACCGGCGCAGTCGTCCTGGTTACCCACGAC 
CCGGGTGCAGTCAAGGCCCTTGAGCCAGAACGCGTCATCGTGCTTCCTGATGGCACCGAGGATCTTTGG 
AATGATCAGTACATGGAAATCGTGGAATTGGCG 

>RXC01946 - downstream 
TAGGTTCTAAGGCTGTTTATGCT 



>RXC02080 - upstream 

CGTAAATTCGAAGCGAGCTTCTAATTCTAGCAAGCTTGGTGATGGAGTATCCTGCCAAAATTTGTCCTG 
TTGCTTATTGTGCAGGAATTCGGAGGCGGAC 

>RXC02080 

ATGTCAATCGAGTGGTTACAAATTGTTGAATTAGGAGCGATCTTTGGTGCAGGTTTCCTCGCAGGAAGC 
ATCAATGTAATTGTCGGAGCAGGAACATTAGTGTCGTTTCCTATTCTCGTGTTCCTGGGCCTTCCACCG 
TTGACTGCCACCATCGCCAACACCATCGGCATCGTTCCTGGAAGTATTTCGGGTGTGGTTGCTTATAGA 
CGTGAACTACACGCCCATGTAAAAACCATCAGATTTCTGCTGCCAGCATCAATCCTCGGAGGGATCACC 
GGCGCCTCGCTCTTGCTGCATTTCTCCGCAGATGTTTTTACAGCAGTAATTCCCTGGCTGATTGGATTC 
GGCACGCTGTTGGTTATCGCAGGTCCATCAATTAAGAAGCATGTTGGCGCTCATACTTCAGGTGGCATC 
TCTGCTGGGTTTAGGCAATTGCCTTTCCCGAGCCGAACCACCTTCATCGTCTCAGTATGTGGTGCCCTG 
TTGCTGGGCATGTATGGAGGGTACTTCAGCGCAGCTCAAGGCATTCTTCTCATCGCATTGCTTGGCATC 
ACATCAACGCTGCAGATGCAGGAACTCAACGCCATCAAAAACCTCACAGTGGCGGCAGTTAATCTCATC 
GCAGCCAGTGTTTTTATAATCATCTCCCCTGAGTTGATCTCCTGGCCGACCGTTGCCTTAATCGCGCTT 
GGCTCAGCTTTAGGTGGATACATCGGCGGACGGTACGCCCGCCGACTTCGCCCCAGTGTTTTTAGAGCA 
TTTGTGGTCATCGTCGGAATCACCACGGTCATCGTTATGACGATCGGT 

>RXC02080 - downstream 
TAATGCAGCAGACTAGTAACCCC 



>RXC02095 - upstream 

CTCTCTTGGTCCTCTCCCCACCCATTTTTAAGTACTCAAGACCCTTCCAACAGAAAGGATTACTCCCCC 
AACAGGCTCAAAAATACTGAAAGGCTCACGC 

>RXC02095 

ATGAAAACTGAGCAATCCCAAAAAGCACAATTAGCCCCTAAGAAAGCACCTGAAAAGCCACAACGCATC 
CGCCAACTTATTTCCGTGGCGTGGCAGCGACCTTGGCTCACCTCATTCACCGTAATCAGCGCTTTAGCT 
GCAACGTTGTTTGAACTTACACTTCCTCTTTTGACCGGTGGCGCCATCGATATCGCGCTCGGAAATACC 
GGAGATACTTTAACCACTGACCTGCTGGACCGGTTCACTCCGAGTGGATTAAGCGTGTTGACCAGCGTC 
ATTGCCCTTATCGTGCTTCTCGCGTTGCTTCGCTATGCCAGTCAATTTGGACGGCGATACACCGCAGGC 
AAGCTCAGCATGGGGGTACAGCATGATGTCCGGCTTAAAACGATGCGCTCATTGCAGAACCTCGATGGG 
CCAGGTCAGGACTCTATTCGCACAGGCCAAGTAGTCAGTCGGTCCATTTCGGATATCAACATGGTGCAA 
AGCCTTGTGGCGATGTTGCCGATGTTGATCGGAAATGTGGTCAAGCTTGTGCTCACTTTGGTGATCATG 
CTGGCTATTTCCCCGCCGCTGACCATCATCGCTGCAGTGTTGGTGCCTTTGCTGTTGTGGGCCGTGGCC 
TATTCGCGAAAAGCGCTTTTTGCGTCCACGTGGTCGGCCCAGCAAAAGGCTGCGGATCTGACCACTCAT 
GTGGAAGAAACTGTCACGGGTATCCGCGTGGTCAAGGCATTTGCGCAGGAAGACCGCGAGACCGAC7\AA 
TTGGATCTCACCGCACGTGAGTTATTTGCCCAGCGCATGCGCACTGCACGTCTGACGGCAAAGTTCATC 
CCCATGGTTGAGCAGCTTCCGCAGCTTGCTTTGGTGGTCAACATTGTTGGCGGTGGCTATTTGGCCATG 
ACTGGTCACATCACGGTGGGCACGTTTGTGGCGTTTTCTTCCTATCTCACTAGCTTGTCGGCGGTGGCT 
AGGTCCCTGTCGGGCATGCTCATGCGCGTGCAGTTGGCGCTGTCTTCTGTGGAGCGCATCTTTGAAGTC 
ATTGATCTTCAGCCTGAACGCACCGATCCTGCACACCCCCTGTCACTTCCCGACACTCCCCTGGGTCTG 
TCGTTCAACAACGTAGATTTCCGTGGGATTCTCAACGGTTTTGAGCTGGGTGTTCAGGCCGGTGAAACC 
GTTGTGTTGGTGGGCCCTCCAGGTTCAGGCAAGACCATGGCTGTGCAGCTTGCTGGAAACTTTTATCAA 
CCAGACAGCGGCCACATCGCCTTTGATAGCAACGGCCATCGCACTCGCTTCGACGACCTCACCCACAGC 
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GATATCCGCAGGAATCTCATCGCGGTTTTTGATGAGCCGTTCTTGTACTCCTCCTCCATACCGCGAGAA 
CATCTCGATGGGTTTGGATGTCAG 
>RXC02095 - downstream 
T GAT GAG C AG AT C G AAC AC G C AG 



>RXC02206 - upstream 

GGCAGGATCTGCTGCTGCGGCTAGGAGGGTTATCTCTTCATTCACCCGATCTACCGTACTACCTTATGA 
CCTCAGTAGTGTGGTGGGCGTGAAACAGCGA 

>RXC02206 

ATGGTCGGTTCAAGTGGTTTGCGGGTATCCAGGCTCGGTTTGGGCACCTCAACATGGGGCTCGGGCACC 
GAGCTGGCTGAGGCAGGCGATATCTTTAAGGCGTTCATCAATTCTGGTGGCACGCTTATCGACGTCTCC 
CCCAACTACACCACCGGCGTCGCGGAAGAAATGCTCGGCACGATGTTGGATGCGGAAGTCTCTCGTTCG 
GCTGTCGTCATTTCCTCCAGCGCAGGTGTCAACCCCGCTCTGCCGCTCGGCCGACGTGTGGATTGCTCC 
CGCCGCAATTTGATTGCCCAATTAGATGTCACCCTGCGGGCATTAAACACTGACTATTTGGATTTGTGG 
TCTGTGGGCTATTGGGATGAGGGCACCCCACCGCATGAGGTGGCCGATACTTTGGATTACGCCGTGCGC 
ACCGGCCGAGTCCGATATGCCGGTGTCCGAGGATATTCCGGTTGGCAGTTAGCGGTCACCCACGCTGCA 
TCCAATCATGCAGCGGCCTCCGCCCGCCCCGTGGTCGTTGCACAAAATGAATACAGCCTGCTGGAACGC 
CGCGCAGAACAAGAACTCCTCCCTGCCACCCAACACCTAGGTGTCGGATTCTTTGCTGGCGCTCCGCTG 
GGGCAAGGCGTGCTGACTGCTAAATACCGCTCCGAAATTCCCCATGATTCCAGAGCTGCATCCACAGGA 
CGCGACGCAGAAGTCCAAAGCTACCTAGATAATCGAGGCCGCATCATTGTCGATGCTCTTGATACTGCA 
GCCAAAGGATTAGGCATTAGCCCCGCTGTCACAGCCACCACCTGGGTGCGTGATCGTCCCGGAGTGACA 
GCTGTCATCGTGGGCGCTCGCACACATGAACAGCTGTCACATCTTCTCAAGGCGGAATCGGTGACTTTG 
CCAACACCAATCACACAAGCCCTTGATGATGTCTCCCTG 

>RXC02206 - downstream 
T G AC T T GG T C CAAT T AC AT T C AC 



>RXC02207 - upstream 

GAATCGGTGACTTTGCCAACACCAATCACACAAGCCCTTGATGATGTCTCCCTGTGACTTGGTCCAATT 
ACATTCACTGGTAATCTGAAACCTTGTGAAT 

>RXC02207 

ATGCGCCGTCGATCCCGTGTGTCCCGTTTGCTTCCCGCCACAGCTTTGCTGGCCTCAACTGCACTTCTT 
TTAAGTGCATGTACGCAAGGGGTAACGGACTCCCCGGATATGGGCAAGGCAACTCCCGCTGTCTCCCCC 
GCAGCAAGCAACCCGGATGGCCAAGTAATTGAGTTCGGCAACATCACTGACATGGAAGTCACTGATGGT 
GACATCCTCGGTGTACGCACCGAAGACGCACTCGCTATTGGTACAGTCTCCGACTTCGAAGCGGGTAGC 
CAGGTGGAACTGGACGTCGATAAGCAATGCGGCGACCTGACCGCAACCGGCGGCACTTTCGTGCTCCCC 
TGCGCCGATGGCGTTTATTTGATTGATGCCAAGGACCCGGATCTGGATGAGTTGCGTGCAACTGACAAG 
CCAGTCACGGTGGCAGCCTTGACCAGCGATGATCAGCTTCTGGTGGGCAATGGTGAAGATGAAGAACTC 
ACCATCTACCGCGAGGGCGAAGAGCCAGAAACCTTCACCGTCGCGGGTCCCAATACCCAGCTCATCGCC 
GTTCCTGTCATTGATCGCCACGACGCCGTTGTGCGCACCTGGAACGAAAACACCACGATTCAAGATGTG 
GACTACCCCAACGACCGTGAAGGCGCGACCCTTCGCGTGGGACTCGGCGTTGGTCAAATGGCTGGTGGC 
GAAGACGGCCTGCTGGTGGTCTCTGATGAAATGGGTGGCCAAATTGCCATCTACAACGCTGATGATGTC 
ATCCGACTTCAAAATGACCGCCCCCACCGACGAGGAACC 



>RXC02238 - upstream 

GGCGCTTAGCCAAAACATAGAGCGGTAGGGTATGCTTATCCGATTGAGCAACCTTTCCCGCTCTTAACA 
CTACTGTCCATATACTTTTGAAAAGGTGTCA 

>RXC02238 

GTGACCAACGTGAGCAACGAGACCAACGCCACCAAGGCCGTCTTCGATCCGCCAGTGGGCATTACCGCT 
CCTCCGATCGATGAACTGCTGGATAAGGTCACTTCCAAGTACGCCCTCGTGATCTTCGCAGCCAAGCGT 
GCGCGC C AG AT C AAC AG C T T C T AC CAT C AG G C AG A T GAG G GAG TAT T C GAG T T C A T C G G AC CAT T G G T T 
ACTCCGCAGCCAGGCGAAAAGCCACTTTCTATTGCTCTGCGTGAGATCAATGCAGGTCTGTTGGACCAC 
GAGGAAGGT 

>RXC02238 - downstream 
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TAAAAGACCTTATAACTTCACAC 



>RXC02295 - upstream 

TTCCCATGCTAATCCGCGAAAATGGCACTTCAACAGCCATATACTTTAAACAACACAAATGATGCAAGA 
C T G A T A C C G G GAT G T G AT AGG AG C G C AC C AC 

>RXC02295 

ATGGGGTTGGAATTAGCAGCTAGCGGGTGGGGCATCCTCATCGCAGGCGCCGCCGTAGCCGGATGGATC 
GACGCAGTAATCGGCGGTGGCGGACTCGTCCTCATCCCGCTGATCCTCGCGGTCATGCCGCAACTCGCA 
CCTGTGACAGCGCTGGCCTCCAACAAACTGGCAGCCGTCACCGGCACGGCATCGGCGGCATTCACCCTG 
GTCAGGCGCGTCAAACCCGACAAAAAACTGCTTGCGCTCTACGTTCTGGTGGCAGCTGTGTGCTCCGGT 
GCAGGCGCCCTGGCTGCGAGTCTCATTGACAAACAAATCATGCGACCGCTGATCATCGTGTTGATGCTG 
GTCGTTGGCCTGATCGTGGTGTTCAAACCAAACTTCGGAACCGGCGAAAGCAAAGCCCTGCCCACCGGA 
TGGAAACGCTGGGCCGCCATCGTTGCAGTCGGACTCATCGCAGCCTACGACGGCATCTTCGGACCCGGA 
ACCGGCATGTTCCTCATCATGGCGTTCACCGCACTGCTCTCCCAAAATTTCCTGTCCTCCGCAGCCATG 
GCGAAGGTCGTAAACACCGCAACAAACCTGGGTGCGCTAATTGTATTCATCATCGGCGGCCACATGTGG 
TGGACCCTAGGACTCGTGCTGGCAGTCGCCAATGTCGCAGGCGCACAACTCGGTGCCCGAACGGTGCTT 
GGTGGCGGTACCAGGCTAATTAGATACGCACTACTAACCCTGGTTGTCGTCATGAGCGTCTACCTCACC 
TGGCAACAAATCCAAGGAATG 

>RXC02295 - downstream 
TAGATAAGTCGGGGCAAACTCTA 



>RXC02380 - upstream 

GCAGATTTTTGACGAAGTCGCATCGTGGATTGAAGCTGCCTAAAAACTCGCGAGGACGCATGCTCAGCA 
AGGTGGTGTGCGAACACTATACTGTCCACTC 

>RXC02380 

ATGACTACAACGGTGAAACGCCGCGCTCGCATTGGCATCATGGGTGGCACATTTGACCCCATTCATAAT 
GGTCACCTTGTGGCGGGCTCAGAGGTAGCGGATCGATTCGATCTTGATCTGGTGGTGTACGTTCCCACC 
GGACAGCCATGGCAAAAGGCGAACAAGAAAGTCAGCCCAGCGGAAGATCGTTACCTGATGACGGTGATC 
GCCACTGCCTCTAATCCACGGTTTATGGTATCGCGGGTTGATATTGATCGGGGAGGGGATACTTACACG 
ATCGATACCCTGCAAGATTTGAGCAAGCAATACCCGGACGCCCAGCTGTACTTCATCACCGGTGCCGAT 
GCACTGGCACAGATCGTGACGTGGCGCGATTGGGAGAAAACCTTCGAACTTGCCCACTTCGTTGGAGTG 
ACTCGACCCGGTTATGAATTGGATGGAAACATCATTCCGGAAATGCACCAAGATCGAGTCTCATTGGTG 
GATATCCCCGCCATGGCTATTTCCTCCACGGACTGCAGAGAACGCTCCAGCGAAGAACGCCCTGTTTGG 
TATCTTGTCCCTGATGGCGTGGTGCAATACATTGCCAAACGCCAACTCTATCGACCTGAAGGATCCGAT 
AAGGATATGGATCCCAAGGGCCAAAACCAAGCA 

>RXC02380 - downstream 
TAAATCTAGTCAAAAGTTTCAAC 



>RXC02390 - upstream 

GCTGGTGGTGCTGACCCATACGCTGGAACTCCAACTGCTGTTGATACCGCCAAGATGTTTGGCCGCGAG 
GATCTCGTAGCTCGCTTCGAGTCATAGGCCG 

>RXC02390 

GTGGAGTGGACCGCTTTTGGCACCCTGATTCTGCTCAATTTGGTGGGCAGTTTATCCCCGGGGCCTGAT 
ACCTTTTTCCTCCTCCGCTTAGCCACCCGCTCCAGAGCGCACGCGATCGCTGGCGTCGCCGGCATCGTC 
ACCGGACTCACGGTGTGGGTGACGCTGACGGTCGTGGGAGCAGCGGCGCTGCTCACCACTTATCCGTCG 
ATTCTCGGAATCATCCAGCTCGTCGGCGGCACGTACCTAAGCTTCATTGGGTACAAGTTGCTGCGCTCG 
GCGTCGAGAGAGCTTATCGACGCCCGCCAGTTCCGTTTCAACGCCGATGCCCGACCTATCCCGGATGCG 
GTAGAAGCACTGGGAACCCGCACTCAGGTATATCGACAAGGTTTGGCCACCAACCTGTCAAACCCTAAA 
GTTGTCATGTACTTCGCGGCAATTCTGGCTCCGTTGATGCCAGCGCACCCATCACCGGTGCTGGCGTTC 
TCTATCATCGTGGCGATTTTAGTGCAGACCTTTGTTACCTTCTCTGCTGTGTGCCTCATTGTCTCTACG 
GAGCGTGTGCGCAAAGCAATGCTGCGTGCAGGTCCCTGGTTTGACCTGCTTGCTGGCGTTGTCTTCCTC 
GTTGTGGGTGTGACTCTGCTGTATGAAGGCCTGACCGGTTTACTCGGG 
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>RXC02390 - downstream 
TAAAGGCATAAAAAATGGCTTCC 

>RXC024 98 - upstream 

CAAGGTAGAAATTTGTCCGTGGGCACTTCGTGAAGGTGTGATCCTCACCAGGATCGACAAAGGACTCGA 
G T AAC AT T T AC C C G G AAAG GAG T T G G C G AAA 

>RXC02498 

ATGAGTGAAGAGAAACTCACAGTCGCTGAGCTGATGGCGCGTGCCGCGAAAGAGGGACGCTCCACCGAT 
GCTCCCCGACGACGCAGGCGCCGCAGCATCGAAGACGGTGGCGTATCCGTTGCTGAGCTGACCGGCTCC 
ATTCCTGCCGTTAAGGAAAAGCCCGCGGAGTCCAAGCACTCCAGCGTGCCCATCGATGCACCAGCAGAA 
CCTGAGGTTGTTGAGGCCCCCAAGCCTGAGCCCGCCGAAGAAGTAGAAGTGGCTTCGGTGGAGGGCGAC 
GTCGATAAGCAGGAAACCCCTGAGCGTCCGGCGCCGAGCAACGAAGAAACCATGGTGCTGCGCATCGTG 
GATGAAAAAGATCCAATTAGCTTGACGACGGGCGCGTTCCCCGTGGTTCCGGCAGTTGCCGCCAAGCCG 
GCGCCCGTAGTGCGCGCGGAGAAGGACGCCGATGTGGAGACTGCCGTAAAGGCAGATTTCGCAGAGGTG 
GAAGTCGATAACACTGACACCACGCAGATGGCTGTGGTGGAAGAAGTTGACGAGGAGCCAGAGCAAGAA 
AACAAAATGTCCGTATTCGCGATCATCATGATGGCGATCGTCGGAGTTGTTCTCGGTGTCGTTGTATTC 
CTCGGCTTTGAAATGCTGTGGGAGCGCCTGAACAAGTGGATCGTCGCTGTTCTGGCAGTCGGCGTGACC 
TTGGGAATGGTGGGCATCATCCACGCTTTGCGCACCTCACGTGATGGTTTCAGCATGGTTCTCGCAGGA 
ATCGTGGGCCTGGTCATGACGTTCGGGCCGCTGGCAATCGTCATG 

>RXC024 98 - downstream 
TAATTTGTCGTTTTGGGCCCCCG 



>RXC02624 - upstream 

ACCCGGTCAGATCCGACGTCGCCGGCCAAAACCGCAAGCACCTGCGCAAACGCCACAGAAGGCAGCTCA 
GCAATCAAAGTTGCTGCGTTTCCTTCCAACC 

>RXC02624 

GTGCTGATTCCGCATGGCGTGGCGGTGCTTTTGGTTATTATTCTCGCCGTAGCCTCCCTAATGTTCACC 
AATTCTTCAATGGTGAATCTTTCGGCAACGATTGCACAGCTGTGGCTTTCCCTAAATCTCGGTGCGGTG 
GACGGCAGTGGGGAAGTGATCTCAGTACTGCCCACGCTTCCCGGCTTTATATTCCTCTGGGCCATCGCC 
GCGCGCATCCACCGCGCAGTCAAAGATCGTGTCAGCATCGCCGACTTAGGCGTCCTCGCAGCACTCGTC 
CTCGGCATCCCGCTTGCGCTCACCGCCATCGCAGCGTTCATGCTTTTCGACGCCTCCAGCGTCCTCAAC 
GTCGAGGTCCCGCCAATCACGCGCCTCCTACGCGTGATGTTGTTCCACCTCAGCGCCCTCTTCCTCGGC 
ATGGGGCCACGCCTGTGGCAGGCGTTGGCGCGCCGCTACGGTGCTCCAGAATGGCTTATCGACGCCATC 
ACCCAAGCTTTCCGCTTCCTCATCGCATTTGGAACAGTCTCCTTGGTTTCCGTGCTCGTGATGACCGCG 
ATCAACCACAGTGCATTCACCGCGACCATGCAGGGTTACGACGACTCCGCCTCTGTTGTGGCCTTGATC 
GTCCTGAGCATTCTGTATCTGCCCAACATGATGATCTTTGCGATGGGCAATCTGATCGGCTCACCCCTT 
TACTTCGGTGACGCCTCCATCAGCGTCTTCAGCGTGCATTCCGTTCCATTGCCACCGCTTCCCATCCTC 
GCAGCTCTCCCCAGCGAAGCCCTCTCATGGGCAGTGGCCTTACTGGTCATCCCTGCAATTATTGCCACC 
TGGGTCTGCGTGAGAAACCCCATGCGCCTTGCCGTGAACACAACAGCAGCAGTCATTTCAGCACTGTGT 
TTCCTCGTCCTGGCAGTTTTCGCCGGCGGAACCTTGGGCGTATACAACTACGTCGGACTCAACCTCCTG 
GCGTCAGTTGGCCTAGTTTTCGTCTATTTCGCCCTCGTTGGACTCCTCATCGCCGGAATCGACAAGCTG 
CGCAACCCTGTAGAAGTTAAGTCTGTTAAGGCTGTGGCTGTTGTGGAGCCCGAGCCTGAAGAAGTTGAA 
GAG GAC G AAG AG GAG CAT G T T G AAG AAG AAG TAG AT GAG GAG G AAG AGG AAG T T GAG G AAG G G G T AGAA 
GAGG T C GAAG AAGACGACG C AGAGGAT CC T GAAGAGAAT CC TGAAGAGG AAGAAT CC GACGAAGAAAT T 
GAGACAGAAACTGAGGCTGAAGAAACCAATGATGGTTCCGAGGCCGAAGACCGT 

>RXC02624 - downstream 
TAACATATCTGTTGTGAATTCTG 



>RXC02 665 - upstream 

CAAGGCGACCCAATGGCGTTTAAAGTAACAACCCCCATTGATATGATGCTGGCACAACGCATCACCGAC 
GAAG C C G AAC C C AC AAT AT T T G AG G T AC C AG 

>RXC02665 

GTGACTAACCCAATCATCCCCCGCGTAGGAATCGCCACAGACGCCCACCAAATCGAAGCGGGAAAACCC 
TGCTGGATCGCCTGCCTCCTCTTTGAAGGCGTCGACGGCTGCGAAGGCCACTCCGACGGTGATGTTGTA 
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GCTCATGCAATTGTGGATGCTCTCCTTTCTGCCTCTGGTCTGGGGGATTTGGGCTCTTTCGTTGGTGTG 
GGGAGACCTGAATACGATGGTGTTTCTGGTACACAGTTGTTGAAGGAAGTTCGGGAGCTGCTTTCGGCA 
CACGGGTACGTCATTGGAAATGTCGCCGCCCAACTGGTTGGCCAAACCCCCAAATTTGGACCCCGCCGC 
GAAGAAGCACAACAAGTCATCTCCGAAATCATCGGCGCACCATGCTCACTGTCTGCCACCACCACTGAT 
CACATGGGATTCACTGGTCGCAGCGAGGGTCGTGCATCGGTAGCAACGGCAGTGGTGTGGAAGGCT 

>RXC02665 - downstream 
TAAGTTTTCTGTAGGGATTGGGC 



>RXC02770 - upstream 

TCGCCGGGGCAAAAACCGTATAATTACAGTCCTATTACGATTCGGGGAAAGGCTGGGTACTTCACACAT 
GTTGTTTCGGAAGTCACGCAGCGCGGTAATC 

>RXC02770 

ATGTTGGTTGCAGCGTTAGTGATGACAAGCTGTGGTGATGGGGAACCGGAACCAACCAGCCACCAAACA 
AGCCTTTTCGGCTACGCAGTTAACTCTTCGCTGGCTACAACCAACGCGGCGTCGCTGTTGGGAGTGGCT 
AATGATGCTGGTCTTTTGGCTGCCAGAGTGTATCCGGGTGTGTATGTTCAGGGTCCTTCTGGGCAGATG 
ATTCCCAACACTGATCTTGCTTCCACGCAGGTATTGCCGGGTATTAACCGCCAGGTGATTTACACTATC 
AATGAAGATGCCACCTACTCAGATGGTCAGCCTGTGGTGTGTGATGATTTTCTGCTCTCTGCGACAGCT 
GGGCAGATGCCGGAACTGTTCCAGTCCCATGTGCCATTGACCTCGCAGATTGAGCGAGTGGACTGTGTA 
TCTGGTTCTAAAGTAGCCACCGTGGTGTTCAAGGAAGACCTCGGTGAGCGTTGGCGTTATCTTTTTGAG 
CAGGGCGATTTGTTGCCAGCCCATGCCGTTGCTTCCAAAGCAGGTATGACCTTGGAGGAGCTTAATCAG 
GCGTTGAAGGATAAGGATCCTGAAGCGTTGACTGAACCTGCTCGTGTGTGGAGCGAAGGTTTCCAGCTG 
TCCCAGTTTGATCCAGAGCTGCAGACGGCTTTTGGCCCGTACAAGGTGGATTCTGTGGGTGAATTCGGC 
GAAGTCAAGCTGGTACGCAATGAGTTTTACAGTGGCGACCAGGCGGTTGAAGCAGAAATCACGATGTGG 
CCTAAAGGCTCGGATCTCAGCGCCATTGCGGATAATGGAAACCTTCAGATCGCACATGTTGTGGCGTGG 
GAGAGCGAGCCGTGGGTAAATCGCGATGACCCATTGAATCCTTATGACATTAAGGAAGAGGTCGGTGTT 
TTGACTGAGCAGCTCACCTTGGCCAGTGCCGGTGTGTTTTACGCTGCGGAGGCCCGGCAGGCGTTTGCG 
GCCTGCGTTGACCAGGAAGCGGTGGCTGCGGCGTCGTCAAGCATCTCTGGAATCGATGTGCCTGCCGTA 
GGTGTGCACTCGGTGCGTCACCAAAATCCGGTCGTGCACCAAATCGGTGATCTGCCAGCACAGCACATG 
GCGGTGGATATTAATGCCGCATCAGCGTTGGCGGGTCAATCCATCCGCATTGGCTACGACGGACCCGAT 
GAGCGCAAGGCTGCAATGGTGGAGGCGATTCGCCAAAGTTGTGAGCCTGCCGGTATCACCGTTATCGAT 
GCGTCGCAGGAGGCTGTTAGTCTTAATGATCTCAGTCGAACCGAAGTCAGTGAATGGGGCTATGAGCAG 
TACTTCGAAGGGACACTTGACGCTGTTCTGCGTACAGTGGATCCACATCGGGAGTATGAAAATGCCAAT 
ACCATTGGAACTGATGCGGAGTCGACGAGGCGCACTGAAGAACAATTGTGGGCTGAAGTCCCATCAATT 
CCACTAGCAGCGCAACCCCGAGTGTTTGTGATAGATCGCACAGTCGGTAACGTTGTTGTTAATACAGAC 
CTAGCCGGTATCGGATGGAACATGGACCGTTGGTCCAGAAGTGAGGAA 

>RXC02770 - downstream 
TAAG T AG T GAG C G AAC AAG C T C T 



>RXC02789 - upstream 

TTCTTCCGTACGGCTATGCTTAAAAGCTAAATTTGTCTTTGTGCCTTGCAACACATTAATTTCTTAACA 
CTAAACAATGGAAAGGTAAGCGGGTTTTTCT 

>RXC02789 

ATGAAGGTTTCCGCCGATACACCCGGTCACGATGATCCAGGCCCAGGCCGGCGCCTTGGCTTAGATGTC 
GGCACCGTGCGCATCGGAGTGGCAGCCTCTGACCGCGATGCCAAGCTTGCCATGCCTGTGGAAACCGTT 
CCGCGGGAAACTGGATTCAAAGGGCCAGACCTGGCCGATATTGATCGGTTGGTCGCCATCGTTGAGGAA 
TACAACGCCGTGGAAGTCATTGTTGGTCTACCCACAGATCTGCAGGGAAATGGCTCCGCCAGTGTGAAG 
CATGCAAAGGAAATTGCTTTCCGCGTCCGTCGGCGCCTCACCAATGCTGGAAAGAACATTCCGGTACGG 
CTTGGCGACGAACGCCTCACCACCGTCGTGGCCACCCAAGCCTTGCGGGCCTCAGGAGTCAGCGAAAAA 
GCGGGACGTAAAGTTATTGATCAAGCTGCCGCAGTAGAAATCCTTCAAACCTGGTTGGATGCTCGCACC 
C GAG C C C T T G AAC C AC AA T C C AC AG AC AC C C AAG A T T T C G AC GAG AAG G G AAA T T T C C C AG G A 

>RXC027 8 9 - downstream 
TGAACCAAATCCGAAACCGCCGG 
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>RXC02921 - upstream 

tggaaaactgggAagggttgacgttgcggaatctctccgcagcgtcggttcggaccctaaaaaagggtg 

AGGAAC C AC A T GAGCT G T T T TAAG GAAT T T T 
>RXC02921 

GTGTCTGCACTTGAAGAGTCGATCCGCATCGCGACCATCGCGGCGAAAGCAGCGGATGAAAAGAAGGCC 
GATGACATCGCTGTCATCGATGTCTCTGACATGATCGCAATCACCGATTGCTTTGTTGTTGCATCTGCT 
GACAATGAGCGCCAGGTGGGCGCCATTGTTGAGGAGATCGAAGATGAGATGACCAAGGCTGGTTTCGAG 
CCTAAGCGCCGTGAAGGCAACCGCGAAAACCGTTGGGTTCTCCTTGACTACGGATTGGTTGTTATCCAC 
GTTCAGCGACAGGCAGAGCGCGAGTTCTACGGACTGGATCGTCTGTACCGCGACTGCCCACTCATTGAA 
ATTGAAGGACTTGAAACCTTCAAGCGTGAATCCTCCTGGTCTGATGAGGCGGATATCCGCAACATCGAC 
AGCATTGATGAACTCCCACCTTTGCCAGCTGAATACGAGCCTGGCTACGAGGACGAT 

>RXC02 921 - downstream 
TAAGAGGTAGTCCTGTGACTCGT 



>RXC03185 - upstream 

AGCGCCCAACCGTTCAGACCAGCGGTTTCTCTGAGGATGCAAAGTCCATGATGGGTNAGGTCACTGAGC 
TGTCCGAAACCACC 

>RXC03185 

ATGAATGATCTTGCAGCTGAAGGTGAAAACGATCCTTACCGCATGGTTCAGCAGCTGCGCCGCAAGCTC 
TCTCGCTTCGTCGAGCAGAAGTGGAAGCGCCAGCCGGTCATCATGCCAACCGTCATTCCGATGACTGCG 
GAAACCACGCACATCGGTGACGATGAGGTTCGCGCTTCACGCGAGTCCCTG 

>RXC03185 - downstream 
TAAAAGCATTTCGCTTTTCGACG 
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> RXA00007 
MKPQGLYNPA 
ILMQIPDGFY 
MVPFDSRDLG 
FPSLSSRTII 
AHNGEINTVR 
SLPHAVAMMI 
LRPGRITITD 
LSEAQPYGEW 
EAIGSMGSDT 
NPGPDAARRI 
RV 



(1-180 6, translated) 
HEHDACGVAF IADIHGRPSR 
REVSGIELPE AGEYATGIAF 
SMAEEAMPSF AQI FLTVPGK 
YKGMLTTLQL EGFFEDLGDA 
GNENWMRARE ALIKNDKLGN 
PQAWEHNKTL SPELRDFYEY 
SGLVVMASES GVLDLREESV 
IRDNFVHLDR LPQTRYNYMA 
PIAALSQRPR MLYDFFAQRF 
RLESPI IDNH ELATLINANA 



602 residues 
SIVDRALEAL RNI DHRGAAG AEKNTGDGAG 
LPRGRMAMMD AQKEIERIAK QEGADVLGWR 
SGEDLDRVMF FIRKRCEREL GTTNGRDTVY 
RLESAIAIVH SRFSTNTFPS WPLAHPYRFV 
LSSVLPICTP EGSDTARFDE ALELLHLGGY 
HSCLMEPWDG PAALAFTDGR FVGAVLDRNG 
VKRTRVQPGR MFLVDTAEGR IVEDEEIKQK 
HSRAVLRQRV FGITEEDVDL LLLPMARQGA 
AQVTNPPLDS IREKPVTSMF TLLGAQSDVL 
HGEWDSFGAA VISGLYPVAH HGAGMKAAIA 



> RXA00023 (1-453, translated) 151 residues 

HFPLRPAEVV .LRLDDSATPR ETARALLAAR RAGVTPRVLQ TPGVSEQVRE VLSAAGVSAE 

TVDDSVFISN VLRGEYDENS SVRVRYLGKV SDTVRERLSV RPEVVLLDDA VTASGRVELR 

YWLKEQAISM TLHRFGNPVA AFHELAEELK R 

> RXA00044 (1-936, translated) 312 residues 

MASATFTGVI PPVMTPLHAD GSVDVESLRK LVDHLINGGV DGLFALGSSG EAAFLTRAQR 

KLALTTI IEH TAGRVPVTAG VIETTTARVI ELVEDALEAG AEGLVATAPF YTRTHDVEIE 

EHFRKIHAAA PELPLFAYNI PVSVHSNLNP VMLLTLAKDG VLAGTKDSSG NDGAIRSLIE 

ARDDAGLTEQ FKILTGSETT V D FAY LAG A D GVVPGLGNVD PAAYAALAKL CLDGKWAEAA 

ALQKRINHLF HIVFVGDTSH MSGSSAGLGG FKTALAHLGI IESNAMAVPH QSLSDEETAR 

IHAIVDEFLY TA 



> RXA00064 (1-1278, translated) 4 

MSSVSLQDFD AERIGLFHED IKRKFDELKS 

DFKAADGTDV RNYGGLDGIV DIRQIWADLL 

NDSVQPWSKE ETVKWICPVP GYDRHFSITE 

KGMWVVPVFS NPTGFTVTED VAKRLSAMET 

LGEAAGNPNR FWAFTSTSKI TLAGAGVSFF 

RYFGDAEGVR AVMRKHAASL APKFNKVLEI 

ASRVAELAKE AGIALTGAGS SYPLRQDPEN 
AEHYAN 



26 residues 
KNLKLDLTRG KPSSEQLDFA 
GVPVEQVLAG DASSLNIMFD 
RFGFEMISVP MNEDGPDMDA 
AAPDFRVVWD NAYAVHTLTD 
LTSAENRKWY TGHAGIRGIG 
LDSRLAEYGV AQWTVPAGGY 
KNLRLAPSLP PVEELEVAMD 



DELLALPGKG 
VISWSYIFGN 
VEELVKNPQV 
EFPEVIDIVG 
PNKVNQLAHA 
FISLDVVPGT 
GVATCVLLAA 



> RXA00072 (1-441, translated) 147 residues 

MSFQLVNALK NTGSVKDPEI SPEGPRTTTP LSPEVAKHNE ELVEKHAAAL YDASAQEILE 

WTAEHAPGAI AVTLSMENTV LAELAARHLP EADFLFLDTG YHFKETLEVA RQVDERYSQK 

LVTALPILKR TEQDSI YGLN LYRSNPA 

> RXA00075 (1-663, translated) 221 residues 

MTTPLRVAVI GAGPAGI YAS DLLIRNEERE VFVDLFEQMP APFGLIRYGV APDHPRIKGI 

VKSLHNVLDK PRLRLLGNIE IGKDITVEEL RDYYDAVVFS TGAVADRDLN IPGIEAEGSF 

GAGEFVGFYD GNPRFERSWD LSAQSVAVIG VGNVGLDVAR ILAKTGDELK VTEI SDNVYD 

SLKENKXXEV HVFGRRWPST GQVHPTGTXR TXPLPHHQRG C 

> RXA00105 (1-675, translated) 225 residues 

MTVPTPYEDL LRKIAEEGSH KDDRTGTGTT SLFGQQIRFD LNEGFPLLTT KKVHFHSVVG 

ELLWFLQGDS NVKWLQDNNI RIWNEWADED GELGPVYGVQ WRSWPTPDGR HIDQISGALE 

TLRNNPDSRR NIVSAWNVSE LENMALPPCH LLFQLYVADG KLSCQLYQRS ADMFLGVPFN 

IASYALLTHM FAQQAGLEVG EFIWTGGDCH I YDNHKEQVA EQLSR 

> RXA00106 (1-456, translated) 152 residues 

MIGAIWAQGR DGIIGDGTDM PWHI PEDLKH FKKTTMGQPV IMGRRTWESL PFKPLPGREN 

FILSSREPGD WSAGGTVVTE IPKSGWIMGG GEVYKATVGS ADVLEITLID ATFDVSTPVY 

APEI PANFNL DDESEWFTSG EYRYKFQRYI KV 



> RXA00115 (1-1047, translated) 349 residues 
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MLDNSFYTAE VQGPYETASI GRLELEEGGV 

THQTWFQQYI GTDHALDPSK YFIISINQIG 

AQDRLLRQEF GITELFAVVG GSMGAQQTYE 

TLNETVEADP GFNGGEYSSH EEVADGLRRQ 

LADFLDPLFM SMDPNTLLNN AWKWQHGDVS 

VRDCAAEQAL IPGSELRVIE DIAGHLGLFN 



IEDCWLAYAT AGTLNEDKSN AILIPTWYSG 
NGLSVSPANT ADDSISMSKF PNVRIGDDVV 
WIVRFPDQVH RAAPIAGTAK NTPHDFIFTQ 
SHLWAAMGFS TEFWKQEAWR RLGLESKESV 
RHTGGDLAAA LGRVKAKTFV MPISEDMFFP" 
VSENYIPQID KNLKELFES 



> RXA00116 (1-507, translated) 169 residues 

MTQRAVEAGA INLGQGFPDE DGPRRMLEIA SEQILGGNNQ YSAGRGDASL RAAVARDHLE 

RFDLEYNPDS EVLITVGATE AITATVLGLV EPGDEVIVLE PYYDAYAAAI ALAGAT RVAV 

PLQEVENSWD VDVDKLHAAV TKKTRMI IVN SPHNPTGSVF SKKALKQLA 



> RXA00131 (1-609, translated) 203 residues 

MIVSIEGIDG AGKNTLVSAL TQVIDAKVLA FPRYETSIHA QLAAEALHGR MGDLTDSAYA 

MATLFALDRH FAIDDLNAPG VVLLDRYVAS NAAYTAARLL DDDAPRWVAD LEFGRLGLPR 

PTLQVLLDTP AEVAQDRARR REALDSARAR DRYESDSALQ QRTAEHYRRL AADNWESPWI 

VVAPDEDPGH VAQRIVEFLG TIN 

> RXA00132 (1-105, translated) 35 residues 
HVEALGGQLT ELTKEQAEYI GVDVAGPFKP EHYRY 

> RXA00145 (1-936, translated) 312 residues 

MKHLLSISDL SKDEIVGLLD EADRFKEVLE GREVKKLPTL RGRTI FTLFY ENSTRTRSSF 

ETAGKWMSAD VINISASSSS VKKGESLKDT GLTLSAIGAD AIIMRHPASG AAQQLAQFVA 

PGGNGPSVIN AGDGSHQHPT QALLDALTIR QRTGRIEGLK VVIVGDCLHS RVVRSNVDLL 

STLGAEVVLV APPTLLPIGV ENWPVRFSYD MDAEIADADV VMMLRVQQER MQGGFFPSHR 

EYATLYGMSK EREARLKDSA I IMHPGPMLR GMEINFQVAD APRTAVLQQV SNGVHMRMAI 

LFALVAGSDA TI 



> RXA00146 
VVDSNTQYPE 
NGGVLLPGFV 
VWFKGQNIGL 
LEYAKGMDVL 
NRVHICHAST 
DAEALKKALL 
DWRFVARVMS 
GQEFSAKVTH 



(1-1341, translated) 4 

TGALAPAPAD SLLISNVLVY 

DMHVHLREPG REDTETIATG 

CDVHPVGSIT KGLEGKELTE 

IAQHAEDHRL TEGASAHEGE 

EGTVELLRWA KSQGI PITAE 

DGTI DVVATD HAPHGSEDKC 

ERPAEITRLP GQGRPIAEGE 

TVLRGKVTCA DGVAQNA 



47 residues 
GEGEPTNVFV KDGVIAAIGG 
S AAAAKGG FT AVFTMANTTP 
FGMMARS EAK VRMFSDDGKC 
NAARLGLRGW PRVAEESIVV 
VTPHHLTLTD E RLE T Y DAVN 
CEFENAKPGM LGLETSLSI I 
PANLAIVDPG KTWTASGADF 



THEADRTIDG 
VMDQPVIAES 
VDDPQVMRRA 
RDAIMARDYG 
KVNPPLRESR 
VDTFVATGLA 
ASKAENTPFE 



> RXA00147 
VSKDTTTYQG 
SYHRQIVVAT 
QGIVGIGGID 
SADETYVIEA 
FISNGPGDPA 
VKNHITGKID 
QYHPEAAAGP 



(1-117 9, translated) 



393 residues 

VTEIGSVPAY LVLADGRTFT GFGFGAIGTT LGEAVFTTAM TGYQETMTDP 
APQIGNTGWN DEDNESRDGK IWVAGLVIRD LAARVSNWRA TTSLQQEMAG 
TRALVRHLRN EGSIAAGIFS GADAQRPVEE LVEIVKNQPA MTGANLSVEV 
EGEERHTVVA YDLGIKQNTP RRFSARGVRT VIVPAETPFE DIKQYNPSGV 
AADVMVDIVR EVLEADI PFF GICFGNQILG RAFGMETYKL KFGHRGINVP 
ITAQNHGFAL KGEAGQEFET DFGTAIVTHT CLNDGVVEGI ALKSGRAYSV 
NDASPLFDQF VELMDADAQK KGA 



> RXA00156 
MNERTSDAFD 
NALNREIIAN 
YSGCRQYQED 
EARLVFTAHS 
TPWLEPDIVD 
TVGPTDEFAA 
NARSAAPAAN 



(1-1110, translated) 

ALLVLSFGGP EGHEEVRPFL 

VEKELASRDH KLPVYFGNRN 

IQGMIKHLES QGQSITFTKL 

I PLTADNAAG TPEDGSLYST 

HAVELNEKGQ KALVVCPVGF 

LVVDLIEEAE LKRVIERLGK 



370 residues 
ENVTHGRGIP 
WKPFDNEAAE 
RQFYDHPRFV 
QVKEASALIA 
ISDHMEVIWD 
LPARGSSVNG 



PERLDEVAVH 
QMADDGVKNA 
STMAQLVQDS 
EAVGVSDFDV 
LDSELMEEAE 
APCGDGCCGT 



YHHFGGISPI 
LVLATSAWGG 
YAKLPDELRD 
VWQSRSGSPH 
KRNMVVERVA 
AKHKTARVNP 



> RXA00166 (1-660, translated) 220 residues 

VELARGFGRV LDVGAGTGKL TSELTADQVL ALDPSMDMLR VFRSALPAVP CWQATAEHTG 

IRDNAVDLIT CAQTWHWVDV TAASAEFDRV IAPEGAVLLV WNNLDTSIAW VHRLSRIMHA 

GDVLKPGFTP ETAAPWI IDR EIRTTWNQHL TPEEI IQLAH TRSYWLNASE KIKERVDQNL 
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QWYLYEHLGF SPDNPVELPY RCDAFLLSRS GTLAGRSSNL 



> RXA00198 (1-282, translated) 94 residues 

LVLVALGFTG AEQGGLAHEL GVGFDDRGRI LRDSEYRSPT NSRVYIAGDN GRGQSLIVWA 
IAEGRACAAA IDADLMGETA LPVAVAPQDV PLAV 



> RXA00216 
LGAYGLGELP 
RSWVMSTRPS 
LSDRGAMRDL 
AVNVADASER 
GETITSGIRL 
LVQGTITEAA 



(1-990, tra 
GKSAAEAADI 
RLTHLTGDFL 
TQALIAGIDA 
LQQVFSSIEG 
GLGITTGKDV 
QAYRMARVMS 



nslated) 330 residues 
IQGETGDLLH IPQLPARGLG 
DMDLDACEET WGTGVDKLKI 
HARKVAGRFR AEVQVQIDEP 
PTYLNLTGQI PTWDVARGAG 
VDELLERPRQ KAVEVARFFD 
EMLSKDSCDL 



ADLIGRTVGL 
QVAGPWTLGA 
ELKSLIDGSL 
ADTVQISMDQ 
RLGVGRNYLV 



LDMINVDRGA 
RIELANGHRV 
PGTSTFDIIP 
VRGNEHLDGF 
DAVDIHPGED 



> RXA0 0219 
VARKKNTSDQ 
QALEFEYMRW 
ELARLSREWF 
EHCHRGLAPG 
GSDTEFFSSN 
QHPAETPEHS 



(1-942, tra 
SRSQAANTPI 
IATGARAFID 
DIPRAPRVKI 
GLYVANCGDH 
STEASAITRE 
NTQP 



nslated) 314 residues 
AGTYEGEYSV IELEADSYTT 
AHQDASKLRI THLGGGACTM 
RVDDARMVAE SFTPASRDVI 
SDLRGAKSEL AGMMEVFEHV 
LLGGGVPAQY KDESWVRKFA 



DGWLISINGV 
ARYFADVYPQ 
IRDVFAGAIT 
AVIADPPMLK 
SGAQARHDGV 



PSSHIVLGQP 
SRNTVVELDA 
PQNFTTVEFF 
GRRYGNI ILM 
STLQMPSDTP 



> RXA00223 
MREVAAAAWM 
NLAVQGLFHA 
AAVATMMWAN 
HKFGGPRGVG 
ATRLRGLKKM 
GSACSNGVNR 
MAF 



(1-1089, t 
ENAQALNPAS 
SPLNRIISTP 
NETGAIQPVS 
LLLVRRSPAP 
LLDAILHTIP 
ASHVLLAMGI 



ranslated) 3 
QYGSGRKARS 
IEHPGILETV 
EFIAAAQASG 
SAVLHGGGQE 
NVLVHTTEPS 
SETDARGAIR 



63 residues 
VADSAREEIA SLLGCEPIEV 
KALELGGAEA ELMPIGPDGR 
TPTHIDAVQV VGHLPVNFDE 
RGIRPGTLDV AGAAATAAAL 
LPGHLHLSFP GAEGDSLIML 
FTLGRTTTEE SIKAVIAVIE 



VFTASGTEAD 
VSSFEALDKP 
LGATTLAASA 
REAVAELDGE 
LDSLRIEAST 
DVVTRARTAG 



> RXA00229 (1-780, translated) 260 residues 

EAKGLAQGRA TVYRRIDTLG SRASGQDLNT LLDAALYLGF SGLNITHPYK QAVLPLLGEV 
SEQATQLGAV NTVVMDATGH TTGHNTDVSG FGRGMEEGLP NAKLDSVVQV GAGGVENAVA 
YALVTHGVQK LQVADLDTSR AQAL A D V INN AVGREAVVGV DARGIEDVIA AADGVVNATP 
MGMPAHPGTA FDVSCLTKDH WVGDVVYMPI ETELLKAARA LGCETLDGTR MAIHQAVDAF 
RLFTGLEPDV SRMRETFLSL 



> RXA00241 (1-1503, translated) 501 residues 

VNTQSDSAGS QGAAATSRTV SIRTLIALII GSTVGAGIFS IPQNIGSVAG PGAMLIGWLI 

AGVGMLSVAF VFHVLARRKP HLDSGVYAYA RVGLGDYVGF SSAWGYWLGS VIAQVGYATL 

FFSTLGHYVP LFSQDHPFVS ALAVSALTWL VFGVVSRGIS QAAFLTTVTT VAKILPLLCF 

I ILVAFLGFS WEKFTVDLWA RDGGVGSIFD QVRGIMVYTV WVFIGIEGAS VYSRQARSRS 

DVSRATVIGF VAVLLLLVSI SSLSFGVLTQ QELAALPDNS MASVLEAVVG PWGAALISLG 

LCLSVLGAYV SWQMLCAEPL ALMAMDGLIP SKIGAINSRG AAWMAQLIST IVIQIFIIIF 

FLNETTYVSM VQLATNLYLV PYLFSAFYLV MLATRGKGIT HPHAGTRFDD SGPEISRREN 

RKHLIVGLVA TVYSVWLFYA AEPQFVLFGA MAMLPGLIPY VWTRIYRGEQ VFNRFEIGVV 

VVLVVAASAG VIGLVNGSLS L 



> RXA00254 (1-594, translated) 198 residues 

QPLKLGAHAV LHSTTKYIGG HSDVVGGLVV TNDQEMDEEL LFMQGGIGPI PSVFDAYLTA 
RGLKTLAVRM DRHCDNAEKI AEFLDSRPEV STVLYPGLKN HPGHEVAAKQ MKRFGGMISV 
RFAGGEEAAK KFCTSTKLIC LAESLGGVES LLEHPATMTH QSAAGSQLEV PRDLVRISIG 
IEDIEDLLAD VEQALNNL 



> RXA00262 (1-819, translated) 273 residues 

VAGHLITTPI EHDSVLETAA YLERFHDFEI TYLSPDHTGL ISPEGLRKAV RPDTTLISIG 

YANNEVGTIQ PIAELAAVSS TPFHTDAVQA AHLTFDLGVD ALSLSGHKFG APKGIGVLWS 

KLPLEPVIHG GGQEKGRRSG TENVAGAIAF ATALELARAE SYPDLGEFIE EVLTI PGAHL 

TGHPRMRIDG HASFLFDSIG SETVLLELER QGIVCSPGSA CGSGEVSHVL LALGLEEDQA 

RTAVRCTFST THSREDALVA ASALKSAVAL IRG 
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> RXA00266 (1-408, translated) 136 residues 

MTERTLILIK PDGVTNGHVG EIIARIERKG LKLAALDLRV ADRETAEKHY EEHADKPFFG 

ELVEFITSAP LIAGI VEGER AIDAWRQLAG GTDPVAKATP GTIRGDFALT VGENVVHGSD 

SPESAEREIS IWFPNL 



> RXAQ0278 (1-1032, translated) 344 residues 

MHAFRRPPPL TTRVGAALLA ATLLASCTPT PVEPAETLTA LDPDAGPPLP PDSSIEAPGE 

KEPIVEVIEN WPGSLRPDDL TPEERVPGIV NRGRIIVGVD QSQNLLSFRD PVTGELRGFE 

VELAREISRD IFGDPNKVDF RFVGSSDRLR SLDQGDVDIV IRSVTITDER AKLVEFSTPY 

LRTQTRMLTM ESSGITSIAD LPGHTICVTD GSTSLQRART IAPEASILKT RNWSDCLMAL 

QQHQAQVILG DDVILSGIAA QDPYTEILDT SLDSHSYGVA AASTTAETDS SGLIRQVNYT 

IERIRTDRMW WTMFDDWFGP YLWSYGPPQL QYMPEEEGTE NDEG 



> RXA00295 (1-1002, translated) 334 residues 

MTI PGTILDT ARTQVLEQGI GLNQQQLMEV LTLPEEQIPD LMELAHQVRL KWCGEEIEVE 

GIISLKTGGC PEDCHFCSQS GLFESPVRSV WLDI PNLVEA AKQTAKTGAT EFCIVAAVKG 

PDERLMTQLE EAVLAIHSEV EIEVAASIGT LNKEQVDRLA AAGVHRYNHN LETARSYFPE 

VVTTHTWEER RETLRLVAEA GMEVCSGGIL GMGETLEQRA EFAVQLAELD PHEVPMNFLD 

PRPGTPFADR ELMDSRDALR SIGAFRLAMP HTMLRFAGGR ELTLGDKGSE QALLGGINAM 
IVGNYLTTLG RPMEDDLDMM DRLQLPIKVL NKVI 



> RXA00306 (1-933, translated) 311 residues 

DSGIPTQLVE GSWFEPVRGR TFDRI IANPP FVVGPPEIGH VYRDSGMDLD GATALVVKEA 

CAHLNPGGTA HLLGAWVHSA DQSWQQRVAE WLPDNGYVAW VIERDAVSPA QYVGTWLSDE 

SLDLRSPEAA ARTTAWLNHF EKAKVQGVGF GFIAIQRLEE DEADEKSDIL AESMTQYFED 

PLGPEIEEYF TRTAWLREQT RDSILSSRFK VRPGVAREQI SLADAEEGMG FSPVTLRLTR 

TDGPRWSHDV DEHVASIVAG LNPHGLPFEE 1LEMYAMAQG IEGESLHNGA IAALVDLIRH 
GLVLPADLLD S 



> RXA00323 (1-1338, translated) 446 residues 

MNSEQEFVLS AIEERDIKFV RLWFTDILGH LKSVVVAPAE LESALEEGIG FDGSAIEGYA 

RISEADTIAR PDPSTFQVLP LEAGISKLQA ARLFCDVTMP DGQPSFSDPR QVLRRQVQLA 

ADEGLTCM1 S PEIEFYLVQS LRTNGLPPVP TDNGGYFDQA TFNEAPNFRR NAMVALEELG 

I PVEFSHHET APGQQEIDLR HADALTMADN IMTFRYIMKQ VARDQGVGAS FMPKPFQEHA 

GSAMHTHMSL FEGDTNAFHD PDDSYMLSKT AKQFIAGILH HAPEFTAVTN QWVNSYKRIV 

YGNEAPTAAT WGVSNRSALV RVPTYRLNKE ESRRVEVRLP DTACNPYLAF SVMLGAGLKG 

IKEGYELDEP AEDDISNLSF RERRAMGYND LPSSLDQALR QMEKSELVAD ILGEHVFEFF 

LRNKWREWRD YQEQITPWEL RNNLDY 



> RXA0032 4 
MSGPLRSERK 
VALNLLIRLY 
LLKLDAPSRE 
VLKWTYRTLL 
NVYGEKPVDS 
EVDAALRPEG 
LIWTASQRES 
ETLRVRSTVN 
MNMRWLARAS 
LSPDAAKLQL 
LNYRKLSDAS 
PKLLATAPTQ 
LSLVWDAVLD 
PVAGVEEHEA 
EKWGETWEIQ 
RLPRGADRNT 
VQVQTLREAW 
KVTRKSRQVV 



(1-3135, t 
VVGFVRDPLP 
QALEAIGEDA 
EMFQALLESV 
TRIAAHDLAG 
ALSVIAMGKC 
KSGALVRSLD 
FVTDVQAMRR 
ALHVLVDQGY 
GFTGSMEQSS 
AALGYLHPSR 
YDRSWFLRML 
VVKAIKATVS 
AAL DAE I RAA 
VTWSIAICDS 
ALL RAA W V AG 
HTKLGRGALT 
LTATAARNAL 
DEVFWGVDSM 



ranslated) 
KVGSLSLKSE 
RNELDQEIRQ 
KAQPAVLEVE 
TYPTDMRRKG 
.GAQELNYISD 
SHMAYYKRWA 
RVLDNVPEDL 
VGREDGHNLI 
AKAMERHLRK 
AYEHLTALAS 
RDEGVVGQRL 
RHESPDRAIQ 
LNDPQKPDQP 
MRSRLAQPSG 
DRELGIKFLE 
DIEWTVQLLT 
VLVRGKRLDQ 
EQREF 



1045 residue 
HAQADLEHLG 
DEKLRVRLFA 
DFSDAHNIAR 
GDPVPFSTVT 
VDVVFVAEPA 
ETWEFQALLK 
RDRELKLGRG 
ESYEFLRLLE 
VRLQIQSLHS 
GASRKAKIQA 
MRILGNSPYI 
AARSLRRQEL 
LANISVIGMG 
DPPLEVDLGL 
SI DRFRYPVD 
MMHAHEI PEL 
LPTPGPHLAQ 



WRNVESLDLL 
LLGGSSAVGD 
DDLSTPGFYT 
MQLSDLADAA 
NSKSTRTAAE 
ARPMTGDINL 
GLRDVEFAVQ 
HRLQLERIKR 
QLFYRPLLNS 
MLLPTLMEWL 
SELIISTPDF 
ARIASADLLN 
RLGGAELGYG 
RPEGRSGAIV 
GATQAQLREV 
HNTSTLEVLE 
VAGASGWDPN 



WGLSGAGDPD 
HLVANPLQWK 
ASVTGPEAER 
L T AAL A V A I A 
LIRIGSNSFF 
GQSYVDALSP 
LLQMVHGRID 
THLLPKPDDR 
VVNLS ADAIR 
SQTAEPDAGL 
MKQLGDAASG 
MLTVQEVCQS 
SDADVMFVCE 
RTVDSYVKYY 
RRIKARVDNE 
VLEKHQI INP 
EYQEYLENYL 



> RXA00330 (1-1443, translated) 481 residues 
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VDYISTRDAS RTPARFSDIL LGGLAPDGGL YLPATYPQLD DAQLSKWREV LANEGYAALA 

AEVISLFVDD IPVEDIKAIT ARAYTYPKFN SEDIVPVTEL EDNI YLGHLS EGPTAAFKDM 

AMQLLGELFE YELRRRNETI NILGATSGDT GSSAEYAMRG REGIRVFMLT PAGRMTPFQQ 

AQMFGLDDPN I FNIALDGVF DDCQDVVKAV SADAEFKKDN RIGAVNSINW ARLMAQVVYY 

VSSWIRTTTS NDQKVSFSVP TGNFGDICAG HIARQMGLPI DRLI VATNEN DVLDEFFRTG 

DYRVRSSADT HETSSPSMDI SRASNFERFI FDLLGRDATR VNDLFGTQVR QGGFSLADDA 

NFEKAAAEYG FASGRSTHAD RVATIADVHS RLDVLIDPHT ADGVHVARQW RDEVNTPIIV 

LETALPVKFA DTIVEAIGEA PQTPERFAAI MDAPFKVSDL PNDTDAVKQY IVDAIANTSV 
K 

> RXA00335 (1-1431, translated) 477 residues 

VAFETPEEIV KFIKDENVEF VDVRFTDLPG TEQHFSIPAA SFDADTIEEG LAFDGSSIRG 

FTTIDESDMN LLPDLGTATL DPFRKAKTLN VKFFVHDPFT REAFSRDPRN VARKAEQYLA 

STGIADTCNF GAEAEFYLFD SVRYSTEMNS GFYEVDTEEG WWNRGKETNL DGTPNLGAKN 

RVKGGYFPVA PYDQTVDVRD DMVRNLAASG FALERFHHEV GGGQQEINYR FNTMLHAADD 

IQTFKYIIKN TARLHGKAAT FMPKPLAGDN GSGMHAHQSL WKDGKPLFHD ESGYAGLSDI 

ARYYIGGILH HAGAVLAFTN ATLNSYHRLV PGFEAPINLV YSQRNRSAAV RIPITGSNPK 

AKRIEFRAPD PSGNPYLGFA AMMMAGLDGI KNRIEPHAPV DKDLYELPPE EAASIPQAPT 

SLEASLKALQ EDTDFLTESD VFTEDLIEAY IQYKYDNEIS PVRLRPTPQE FELYFDC 

> RXA00347 (1-768, translated) 256 residues 

MTLTIEEIAK TKKLLVVSDF DGTIAGFSKD AYNVPINQKS LKAVKDLSQQ ADTDVVILSG 

RHLEGLKTVL DLGQYDITMV GSHGSEDSSR PRTLTPEEVA RLAKIEADLE KIVDGIEGAF 

VEIKPFHRVL HFIRVSDKDK VQG I LAQAAH VDSSGLKVTN GKSIIEYSIS STTKGTWLKE 

YVDRTEPTGV I FLGDDTTDE HGFKALENDD RALTVKVGEG DTAAKTRVDD VDNVGIFLEK 
LAYHRMQYAE SVRLGI 

> RXA00351 (1-1446, translated) 482 residues 

MDDSNSFVVV ANRLPVDMTV HPDGSYSISP SPGGLVTGLS PVLEQHRGCW VGWPGTVDVA 

PEPFRTDTGV LLHPVVLTAS DYEGFYEGFS NATLWPLFHD LIVTPVYNTD WWHAFREVNL 

KFAEAVSQVA AHGATVWVQD YQLLLVPGIL RQMRPDLKIG FFLHIPFPSP DLFRQLPWRE 

EIVRGMLGAD LVGFHLVQNA ENFLALTQQV AGTAGSHVGQ PDTLQVSGEA LVREIGAHVE 

TADGRRVSVG AFPISIDVEM FGEASKSAVL DLLKTLDEPE TVFLGVDRLD YTKGILQRLL 

AFEELLESGA LEADKAVLLQ VATPSRERID HYRVSRSQVE EAVGRINGRF GRMGRPVVHY 

LHRSLSKNDL QVLYTAADVM LVTPFKDGMN LVAKEFVANH RDGTGALVLS EFAGAATELT 

GAYLCNPFDV ESIKRQMVAA VHDLKHNPES AATRMKTNSE QVYTHDVNVW ANSFLDCLAQ 
SG 

> RXA00352 (1-858, translated) 286 residues 

MHLGKLDQDS ATTILEDYKN MTNIRVAIVG YGNLGRSVEK LIAKQPDMDL VGI FSRRATL 

DTKTPVFDVA DVDKHADDVD VLFLCMGSAT DIPEQAPKFA QFACTVDTYD NHRDIPRHRQ 

VMNEAATAAG NVALVSTGWD PGMFSINRVY AAAVLAEHQQ HTFWGPGLSQ GHSDALRRIP 

GVQKAVQYTL PSEDALEKAR RGEAGDLTGK QTHKRQCFVV ADAADHERIE NDIRTMPDYF 
VGYEVEVNFI DEATFDSEHT GMPHGGHVIT TGDTGGFNHT VEYILK 

> RXA00364 (1-1293, translated) 431 residues 

LPRPEEHAHR ELDLGGEYKW RREGEYHLFN PETIFKLQHA TRSGSYEIFK DYTRKVDDQS 

TRLGTIRGLF EFSTDRKPIS VSEVEPVSEI VKRFSTGAMS YGSISAEAHE VLAIAMNRLG 

GMSNSGEGGE DARRFDVEPN GDWKRSAIKQ VASGRFGVTS HYLNNCTDIQ IKMAQGAKPG 

EGGQLPPNKV YPWVAEVRIT TPGVGLISPP PHHDI YSIED LAQLIHDLKN ANPRARIHVK 

LVAEQGVGTV AAGVSKAHAD VVLISGHDGG TGASPLTSLK HAGGPWELGL AETQQTLLLN 

GLRDRIRVQC DGQLKTGRDV VIAALLGAEE FGFATAPLVV EGCIMMRVCH LDTCPVGIAT 

QNPDLRSKFT GKAEHVVNFF TFIAQEVREY LAQLGFRSID EAVGQAQVLR KRSGIPADSR 
AAHLDLSPIF I 

> RXA00365 (1-627, translated) 209 residues 

MILSPSKTFE LEIVEKAFRE GWVQPVIPSM STGLSVAVVG SGPAGLAAAQ QLTRAGHSVT 

VFERDDRLGG LMRYGVPEYK MENRWI DRRI EQMEAEGTTF QVGTSPRAAE LALFDAILLA 

TGTPVARELS VPGHDLNGIH AAMDYLTAQN RINEGDGEVS PINAKGKKVV I IGGGDTGTD 
CFGTALRQGA ESVTQFDIRP RAPFQRADS 
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> RXA00366 (1-357, translated) 119 residues 

MADPQGFIKY SRREPAHRPV PLRLMDHSEV YEKAPAGQIE EQAARCMDCG VPFCHEGCPL 
GNI I PEWNDL VRQGRWKEAY DRLHATNNFP EFTGRLCPAP CEGACVLGIN DDSVTIKNV 



> RXA00367 
HSLEKALDNA 
PDGTITLNLQ 
NPNIIAGNVL 
PVGENFGAGM 
KLRAQDLVKI 



(1-843, translated) 2i 



FIDKASDTIT 
GCAGNSFGAF 
GYGATSGELF 
SGGIAYLANS 
MPRDFQKVLN 



RAAAGVETSI 
IPRGITINLT 
IRGQVGERFC 
PDLNQKINGE 
IIETAHAEGQ 



1 residues 

VIDSSISNVN RSVGTMLGSA VSRVAGAQGL 

GDANDFVGKG LSGGKIVIKP SAQAPKQLKN 

VRNSGATAVV EGIGNHGCEY MTGGRVLVLG 

LVDWPLSAD DLTWADELIA RHRELTGSET 

DPAIKIMEAV S 



> RXA00371 (1-924, translated) 308 residues 

MTIAHKPEMA ETTGIETNQV SETIGVESLT HGNLRPVSSF EGQHEGQTEE LLPGKVI FVG 

AGPGNPDLLT VRAREVLGNA VRAITDEQVL SGVRAFVATE IPVPEDKLQA AEDEYERICI 

EAKENGARRK PPRPAPPTAA EITEVSEATP AQIVELVQDA LSYGGDVIRL VTGNPLSSDA 

TLAEISAVSE AGLEFQVVPG MSLPATVPAF AGIALGSTYT ETDVNGQNLD WDQLASAPQP 

LVLQARVDDL SRIAQELKAR NMSLETPVSV TANGTTRLQR TYDTTLGLLH KLDAELSGPL 
VVTLGKGV 



> RXA00374 (1-732, translated) 244 residues 

TISVEPPRNP AQMERAIKGI VEGRYQWVVL TSVNAVKAVW KKITEFGLDS RSFAGVRIAA 

VGEKTAAE I R ALGITPELLP ARTRQNAQGL VDVFPEYFEE LDPVGRVLLP RAD I AT D VLV 

DGLTHLGWEV EDVVAYRTVR AAPPSADIRD MIKTGGFDAV AFTSSSTVKN LVGIAGKPHP 

RTIVACIGPM TAATAEELGL RVDVMPEIAE VPELIDALAE HVADLRAKGE LPPPRKKRRR 
RKAS 



> RXA00376 (1-282, translated) 94 residues 

MRFAI IGAGL AGLTAAYEIH KADPTAQIDV LEAGERIGGK LFTVPFASGP TDIGAEAFLA 
ARSDAVEFFT ELGLADSLVS PSAAKSQYFA GGAL 



> RXA00377 (1-1122, translated) 374 residues 

VWLLFLNWDK WGKI ERMSAL TIPAARRTLN NAP I I DAANG KTPTRTPVWF MRQAGRSLPE 
YKKVREGISM LDSCFMPELL AEITLQPVRR HDVDAAILFS DIVVPLRAAG VGVEIVAGRG 
PVLDAPVRSR GDVLNLPILE GNVPEVEQGI GIILDELSDS QALIGFAGAP FTLASYLVEG 
GPSKNHEKTK AMMHGDPETW HALMARLVPT IVNSLKSQID AGIDAVQLFD SWAGFLTERD 
YTEFVLPYST EILEEVGKYQ LPRIHFGVGT GELLGAMSKA GSEVMGVDWR VPLDKAAERI 
AAVSGPKVLQ GNLDPALLFA GRAPLTKEIE RIKAEAQTAV DAGHATGHIF NLGHGVLPNT 
VAEDITEAVS IIHS 



> RXA00382 
MTSSNTARSA 
VCSWGPMLMG 
EATMSAVRLA 
IVVPYNDIEA 
DEVMTGFRTS 
TLSGNPVAVA 
RFAEGEGHNF 
LKPAARAAAE 



(1-1302, translated) 4 



EWFEKAQKLT 
HAHPAVVEAV 
RGYTQRSKIL 
VRNAFAEYPG 
YRGWFGVDKV 
AGRASLKLAD 
SDMKAADIFR 
AKAS 



PGGVNSPVRA 
QKAVVDGLSF 
KFEGCYHGHV 
EIACI IAEAA 
AADLVT FGKV 
ESLYTTINAN 
FAPFFHTLLD 



34 residues 

FGSVGGQARF IEKAHGSTLI 

GAPTIGEVEL AQDIVKRTSV 

DAL LAS AG SG VATFALPDSP 

GGNMGTVAPK DNFNDKLLAI 

VSGGLPAAAF GGKAEIMNML 

ADRLHGLISD ALTHEGVAHH 

NGVYAPPSVF ETWFVSSALT 



DVDGNEYVDL 
EEVRLVNSGT 
GITGAQTSDT 
AHADGALLIL 
APQGPVYQAG 
IQRASNMLSI 
DDDFSKIEQA 



> RXA00383 (1-1014, translated) 338 residues 

AGAQDTAFDW TPGQDISVGA LVRRQYGDEI VDTVVSSLLG GVYSSTADDL GVRASVPALA 

AALDQLAEAG EPVTLSAAVK AVEAQREAAK TTSETRPVFQ TFKGGYAELY EALAEQCGAD 

IHLDSFVSAI TKDGEGFAIK GGGEGTYDKV ILAVPAPTAA VLLRDLAPAA APHLRAIKLA 

SSAVVGMRFD SSEGLPDNSG VLVAVNEPGI TAKAFTFSSK KWPHLEARGG ALVRASFGRL 

GDEASARMDE DLLVDAALDD LLTITGFDGR AAGLGE1 FVQ RWFGGLPAYG VDHIATVSAA 

RAEIAAVPGV EAIGAWAGGV GVPAVIADAQ AAVHRLLG 

> RXA00391 (1-720, translated) 240 residues 

LLRDSQRVGL AIDPSIALVM ATSGSTGTPK GAQLTPLNLV SSADATHQFL GGEGQWLLAM 

PAHHIAGMQV LLRSLIAGVE PLAIDLSTGF HI DA FAG AAA ELKNTGDRVY TSLTPMQLLK 
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AMDSLQGIEA LKLFDVILVG GAALSKQARI SAEQLDINIV TTYGSSETSG GCVYDGKPIP 
GAKVRISDER IELGGPMIAQ GYRNAPEHPD FANEGWFTTS DSGELHDGIL TVTGRVDTRH 



> RXA00393 (1-882, translated) 294 residues 

MSHTEPQPNS VTLSDWIQGA RPRTWANAFA PVIAGSGVAA FHDGFVWWKA LLALVVAWAL 
I IGVNYANDY SDGIRGTDED RTGPLRLTGS GLAEPKKVKA AAFISFGIAG VAGTALSLLS 
AWWLILIGIL CVLGAWFYTG GKNPYGYRGL GEIAVFIFFG LVAVMGTQFT QTGSVSWAGL 
AAAVGVGSMS AGVNLANNIR DIPTDSKTGK ITLAVRLGDA GARKLFLALI STPFIMSICL 
AFVAWPALIA I IVFPLALKA AGPIRNNATG KDLIPSSAQQ GAPWRCGPCS RAWH 



> RXA00402 (1-576, translated) 192 residues 

VLPYFVTPDA AYHGLKYADL GAPAFGLKVR VGLLRDTGST LS A FN AW AAV QGIDTLSLRL 
ERHNENAIKV AEFLNNHEKV EKVNFAGLKD SPWYATKEKL GLKYTGSVLT FEIKGGKDEA 
WAFIDALKLH SNLANIGDVR SLVVHPATTT HSQSDEAGLA RAGVTQSTVR LSVGIETIDD 
IIADLEGGFA AI 



> RXA00403 (1-1110, translated) 370 residues 

MPTLAPSGQL EIQAIGDVST EAGAI ITNAE IAYHRWGEYR VDKEGRSNVV LIEHALTGDS 

NAADWWADLL GPGKAINTDI YCVICTNVIG GCNGSTGPGS MHPDGNFWGN RFPATS IRDQ 

VNAEKQFLDA LGITTVAAVL GGSMGGARTL EWAAMYPETV G AAA V LAV S A RASAWQIGIQ 

SAQIKAIEND HHWHEGNYYE SGCNPATGLG AARRIAHLTY RGELEIDERF GTKAQKNENP 

LGPYRKPDQR FAVESYLDYQ ADKLVQRFDA GSYVLLTDAL NRHDIGRDRG GLNKALESIK 

VPVLVAGVDT DILYPYHQQE HLSRNLGNLL AMAKIVSPVG HDAFLTESRQ MDRIVRNFFS 
LISPDEDNPS 



> RXA00405 (1-513, translated) 171 residues 

MPKYDNSNAD QWGFETRSIH AGQSVDAQTS ARNLPI YQST AFVFDSAEHA KQRFALEDLG 

PVYSRLTNPT VEALENRIAS LEGGVHAVAF SSGQAATTNA ILNLAGAGDH IVTSPRLYGG 

TETLFLITLN RLGIDVSFVE NPDDPESWQA AVQPNTKAFF GETFANPQAD V 

> RXA00420 (1-540, translated) 180 residues 

WTLNKLTLSA VGVAYYAMGA PAKNQVKNLT QFYQPLDLIG EWNRGYGSKG FLQYQFVVPT 

EAVEPFKDI I RDMQKSGHYS ALNVFKLFGP GNRAPLSYPM PGWNVCVDFP IRPGLGAFLD 

DLDKRVMEFG GRLYLAKESR TSAENFHAMY PGMEGWLKTR NEIDPTGVFA SDMSRRLELS 



> RXA00426 (1-522, translated) 174 residues 

MNSSHGTSSS GASAGAHGAL PLEAQKLNGW GRTAPTTAEV LTTPDLDI IV DAVRQVAEQN 

DSKPDYLKRG VIARGMGRSY GDPAQNAGGL VIDMQPLNKI HSIDPDSAIV DVDGGVTLDQ 

LMKAALPYGL WVPVLPGTRQ VTIGGAIGPD IHGKNHHSAG SFGDHVVSME LLVA 



> RXA00435 (1-615, translated) 205 residues 

VDATTYAAYR PLRLDEWEAD I VMLDLGELG GPQISALIFR DTSMFPRLDR TVPLELPASS 

LPHGLLGGVP NLVRHLGNLD ENAPSVVEAM GEMAKFHKGL FEHLVESLEG LHAVHIVGIS 

GDAAGQDAPF LDRVPRLTFT MEGVPADMVY RRLVDNRLIT TVSPADPLLE AMGVTEAGGS 

ITIGLSPFST YYEVDQLTRV LAS LA 



> RXA00437 (1-360, translated) 120 residues 

KNGVCTEAMG ALVTFEGIVR DHDGGARVTS LTYTAHPTAP QVLSAVADSI VEKHPRTRLW 

TAHRTGALKI GDAAFLVVAA SAHRADAFAA CSDLADAVKA QVPIWKEQTR LDGSTDWVGL 

> RXA00438 (1-435, translated) 145 residues 

VKNLDIARYR RQIMLGEIGQ QKQQSLFDAK VSVIGAGGLG SPALLYLAGA GVGHIHI IDD 

DLVDLSNLHR QVIHTTAGVG TPKAESAREA MLALNPSVKV TVSVRRLDWS NALSELADSD 

VILDGSDNFD TRHLASWAAA KLGIP 

> RXA00439 (1-195, translated) 65 residues 

TDGVRIEASV KTRGVTGVEM EALTAVSTAA LTVYDMIKAV DKMAVI DGIR VLSKTGGKSG 
DWSVQ 

> RXA00440 (1-459, translated) 153 residues 

VTALVIVAST RAAAGVYEDR SGPILVSWLR AKGFDTPAPV IVADANLPAF LDELEFPQVV 
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LISGGTGLTP DDITVDTLIP RLDKEIPGIA HAFWNYSMDA VPTAVLSRTV AGTIGGSFIM 

ALPGSTGAAR DATAVLDPLI DHITGTLQGH HEH 

> RXA00441 (1-792, translated) 264 residues 

I PATPQGQFI RLQGSDITAG DEI I PAGTEL NSVHIGVLAS QSIKSIEVAA KPRVLI ITGG 

SEISEQHGPA TIPDANGPLL RSLCARNNIE VIAGLHTNDD PERLRFELEN AIDQYQPDVI 

ITSGGISHGK FEVFRQILEG TPNSWFGHVD QQPGGPQGIS TFAETPVISL PGNPISTLVS 

FTLLVAPALN RQPLRHLDAR ITAPVQGLQD NREQFLRGTI SYRNGPRPRH ASPGHQFPPA 

GSSCHRRLSD QDPGADYGGG KRHR 

> RXA00442 (1-258, translated) 86 residues 

MSELTHVRAD GSAHMVDVTG KNETSRTAVA EGFVKMRGDV VKQLFSAGLP KGDALPVARI 

AGIMGAKKTP DIIPLCHPLP LGKITV 

> RXA00446 (1-522, translated) 174 residues 

MEKVPNDVVV GLDEAYFEFN RADDTPVATE EIHRHDNVIG LRTFSKAYGL AGLRVGYAFG 

NAEI IAAMNK VAIPFAVNSA AQAAALASLN SADELMERVE ETVEKRDAVV SALGAAPTQA 

NFVWLPGEGA AELAAKLAEH GIVIRAFPEG ARISVTNAEE TDKLLRAWEA I NAG 

> RXA00448 (1-666, translated) 222 residues 

YVGSHPMAGT ANSGWSASMD GLFKRAVWVV TFDQLFDGTD INSTWISIWK DVVQMALAVG 

AEVVPSRVGP HDAAAARVSH LTHILAETLA IVGDNGGALS LSLAAGSYRD STRVAGTDPG 

LVRAMCESNA GPLVKALDEA LAILHEAREG LTAEQPNIEQ LADNGYRSRI RYEARSGQRR 

AKESVSPTIT SSRPVLRLHP GTPNWEKQLI HAETLGARIE VF 

> RXA00450 (1-318, translated) 106 residues 

VGVLPVQARI KDDERRMRHA LDIARQTPEG DVPVGAVIYA PTGEILATAT NRREADRDPT 

AHAEI IALRR AARRFSDGWR LSDCTAVVTL EPCSMCAGAL VGARIG 

> RXA00452 (1-246, translated) 82 residues 

VTTKDISRPV CILGLGLIGG SLLRDLHAAN HSVFGYNRSR SGAKSAVDEG FDVSADLEAT 

LQRAAAEDAL IVLAVPMTAI DS 

> RXA00461 (1-852, translated) 284 residues 

VTAIKLDGNL YRGEI FADLE QRVAALKEKG IVPGLATVLV GDDPASHSYV KMKHRDCEQI 

GVNSIRKDLP ADVTQEELFA VIDELNNDDS CTGYIVQLPL PKHLDENAVL ERIDPAKDAD 

GLHPVNLGKL VLNEPAPLPC TPNGSISLLR RFGVELDGAK VVVIGRGVTV GRPIGLMLTR 

RSENSTVTLC HTGTKDLAAE TRAADVIIAA AGQPHMLTAD MVKPGAAVLD VGVSRKDGKL 

LGDVHPDVWE VAGAVSPNPG GVGPLTRAFL VHNVVERAEK LAGL 

> RXA00465 (1-492, translated) 164 residues 

MTEDDLDLLH RTVELATQAL KQGNSPYGSL LVDPFGAVVF EDHNRDADGD LTKHPEFAIA 

KYAIENYSAS ERAACTVYTS TEHCAMCAGA HAWAGLGKIY CATTGGQTAA WYAKWGAESG 

PLNPISADKI SPNISIEGPA SRFEEVLYEL HRWFYLGQSP NKAL 

> RXA00487 (1-1386, translated) 462 residues 

VSLQTNHRPV LVVDFGAQYA QLIARRVREA GIYSEVIPHT ATADDVRAKN AAALVLSGGP 

SSVYAEGAPS LDAEILDLGL PVFGICYGFQ AMTHALGGTV ANTGKREYGR TDINVAGGVL 

HEGLEACHKV WMSHGDAVSE APEGFVVTAS SEGAPVAAFE NKERKMAGVQ YHPEVLHSPH 

GQAVLTRFLT EIAGLEQNWT AANIAEELIE KVREQIGEDG RAICGLSGGV DSAVAGALVQ 

RAIGDRLTCV FVDHGLLRAG EREQVEKDFV AATGAKLVTV DERQAFLSKL AGVTEPEAKR 

KAIGAEFIRS FERAVAGVLE EAPEGSTVDF LVQGTLYPDV VESGGGSGTA NIKSHHNVGG 

LPDDVEFKLV EPLRDLFKDE VRAVGRELGL PEEIVGRQPF PGPGLGIRII GEVTEDRLET 

LRHADLIART ELTEAGLDGV IWQCPVVLLA DVRSVGVQGD GR 

> RXA00488 (1-534, translated) 178 residues 

QITAIMEAAV PAHKAGVPII ADGGMQFSGD IAKALAAGAN SVMLGSMLAG TAEAPGETIT 

INGKQYKRYR GMGSMGAMQG RGLSGEKRSY SKDRYFQSDV KSEDKLVPEG IEGRVPFRGP 

IGDIIHQQVG GLRAAMGYTG SSTIEELHNA RFVQITSAGL KESHPHHIQQ TVEAPNYH 

> RXA00489 (1-1122, translated) 374 residues 
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MRDHVEIGIG REARRTYSLD 

SPEFVIEMGK QGGLGVINAE 

DTELLSERIA QVRDSGEIVA 

ALNLKEFIGS LDVPVIAGGV 

ADVAAARRDY LDETGGRYVH 

YFWPAVAAHP RFPRGVVTES 

TDLKSFQKVS LHVN 



DISVVSSRRT RSSKDVDTTW 

GLWGRHADLD EAIAKVIAAY 

VRVSPQNVRE IAPIVIKAGA 

NDYTTALHMM RTGAVGIIVG 

IIADGSIENS GDVVKAIACG 

VDLDEAAPSL EQILHGPSTM 



HI DAYKFDLP FMNHPSDALA 
EEGDQAAATR TLQELHAAPL 
DLLVIQGTLI SAEHVNTGGE 
GGENTNSLAL GMEVSMATAI 
ADAVVLGSPL ARAEEAAGKG 
PWGVENFEGG LKRALAKCGY 



> RXA00492 (1-474, translated) 158 residues 

MTTQSRVSTG GDNPNKVALV GLTFDDVLLL PDASDVVPSE VDTSTQLTRN IRLNTPILSA 
AMDTVTEARM AIGMARHGGI GVLHRNLSIQ EQAENVELVK RSESGMVTDP VTCTPDMSIQ 
EVDDLCARFR ISGLPVVDEA GKLVGICTNR DMRFESDM 



> RXA00533 
MTTIAVVGAT 
EESLKDIDVA 
LVKGI IANPN 
HNVEFVHDGQ 
DLKVSGTCVR 
SLVGRIRQDS 



(1-1032, t 
GQVGQVMRTL 
LFSAGGTASK 
CTTMAAMPVL 
AADAGDVGPY 
VPVFTGHTLT 
TVDDNRGLVL 



ranslated) 3 
LEERNFPADT 
QYAPLFAAAG 
KPLHDAAGLV 
VSPIAYNVLP 
IHAEFDKAIT 
VVSGDNLRKG 



44 residues 

VRFFASPRSA GRKIEFRGTE 

ATVVDNSSAW RKDDEVPLIV 

KLHVSSYQAV SGSGLAGVET 

FAGNLVDDGT FETDEEQKLR 

VDQAQEILGA ASGVKLVDVP 

AALNTIQIAE LLVK 



IEVEDITQAT 
SEVNPSDKDS 
LAKQVAAVGD 
NESRKILGLP 
TPLAAAGIDE 



> RXA00534 (1-1263, translated) 421 residues 

VALVVQKYGG SSLESAERIR NVAERIVATK KAGNDVVVVC SAMGDTTDEL LELAAAVNPV 

PPAREMDMLL TAGERISNAL VAMAIESLGA EAQSFTGSQA GVLTTERHGN ARIVDVTPGR 

VREALDEGKI CIVAGFQGVN KETRDVTTLG RGGSDTTAVA LAAALNADVC EI YSDVDGVY 

TADPRIVPNA QKLEKLSFEE MLELAAVGSK ILVLRSVEYA RAFNVPLRVR SSYSNDPGTL 

IAGSMEDIPV EEAVLTGVAT DKSEAKVTVL GISDKPGEAA KVFRALADAE INIDMVLQNV 

SSVEDGTTDI TFTCPRSDGR RAMEILKKLQ VQGNWTNVLY DDQVGKVSLV GAGMKSHPGV 

TAEFMEALRD VNVNIELIST SEIRISVLIR EDDLDAAARA LHEQFQLGGE DEAVVYAGTG 
R 



> RXA00536 (1-1233, translated) 411 residues 

MSPNDAFISA PAKIETPVGP RNEGQPAWNK QRGSSMPVNR YMPFEVEVED ISLPDRTWPD 

KKITVAPQWC AVDLRDGNQA LIDPMSPERK RRMFELLVQM GFKEIEVGFP SASQTDFDFV 

REIIEKGMIP DDVTIQVLVQ AREHLIRRTF EACEGAKNVI VHFYNSTSIL QRNVVFRMDK 

VQVKKLAT DA AELIKTIAQD YPDTNWRWQY SPESFTGTEV EYAKEVVDAV VEVMDPTPEN 

PMIINLPSTV EMITPNVYAD SIEWMHRNLN RRDSI ILSLH PHNDRGTGVG AAELGYMAGA 

DRIEGCLFGN GERTGNVCLV TLALNMLTQG VDPQLDFTDI RQIRSTVEYC NQLRVPERHP 

YGGDLVFTAF SGSHQDAVNK G L DAMAAKVQ PGASSTEVSW EQLRDTEWEV P 



> RXA00537 (1-675, translated) 225 residues 

VYHRAVLNAT SAATPFKQKN ANAGVLRIDE ETXRGVAISA DASGRYTKLE PNTGAQLALA 

EAYRNVVSTG ARPVAVTNCL NFGSPENAGV MWQFKEAVHG LADGSKLLGI PVSGGNVSFY 

NQTGDEPILP TPVVGVLGVL DNVEQSIGNV LPSEDNDLYL LGETFDEFGG SIWQQVSGAG 

LNGLPPVVDL LNEQRLADLF VGSDLFAASH DLSEGGLGQT LAELA 

> RXA00541 (1-669, translated) 223 residues 

VSAKIGVITF PGTLDDVDAA RAARIAGAEV ISLWHADEDL KGVDAVVVPG GFSYGDYLRT 

GAISALAPVM QSVIEQAGKG MPVLGICNGF QILTEARLLP GALTRNKGLH FHCVDAHLVV 

ENNTTAWTNT LEKGQQILIP AKHGEGRFQA DAETIAQLEG EGRVVFRYTD NFNGSVNDIA 

GITNETGRIV GLMPHPEHAV EKLTGPSIDG LELFLSAVGT IAA 



> RXA00557 (1-804, translated) 268 residues 

LLSPYAWGLS RALLDSYVPN KFQTPAGEAK YTMSDHQDTT AEGVSYAAAG VDIEAGDRAV 

ELFAPMAKRA TRPEVLGNLG GFAGLFELGK YKKPILAAGS DGVGTKLVIA QMMDKHDTIG 

I DLVAMCVDD LVVTGAEPLF LQDYIAIGKV VPEHVAEIVS GIAEGCVQAG CALLGGETAE 

HPGVMEPDHY DVSATAVGVV EADELLGPDR VRAGDVLIGM ASSGLHSNGY SLARHVLLEK 
AGLALDGHIE ELGRTPGEEL LEPTRMYA 



> RXA00558 (1-441, translated) 147 residues 

VVKKPAGIAV GDGEQILVFK DLGLVSQVFD QPILESLRGN IAIGHTRYTT AGGNTWENAQ 
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PMFRMAPDGT DIALGHNGNL INYIELLDKA TELGLVDPAK KPSDTDVLTG LLASGVHDGN 
NLFDSAKELL PSVKGAYCLT FTDGHTL 



> RXA00561 (1-279, translated) 93 residues 

LFPDPPIPVH LTCLLSPASR IVVATNRGEE LEKRAAELGV PVFKLGCTND SAVIAVKGAD 
VEFTVSVEEL REAWTNTLPE AFGHAVGANA VVA 



> RXA00579 (1-1860, translated) 620 residues 

MRVLI I DNYD SFTFNLATYV EEVTGQAPVV VPNDQEIDEM LFDAVILSPG PGHAGVAADF 

GICAGVIERA RVPILGVCLG HQGIALAYGG DVDLAPRPVH GEVSQITHDG SGLFAGIPET 

FEAVRYHSMV ATRLPESLKA TATSDDGLIM ALAHEVLPQW GVQFHPESIG GQFGHQIIKN 

FLNLARTYRW QLTEKTI PLS VDSAAVFETF FAHSSHAFWL DDAQGTSYLG DASGPLARTK 

THNVGEGDFF TWLKEDLAAN SVAPGQGFRL GWVGYVGYEL KAEAGARAAH TSSLPDAHLI 

FADRAIAVES DQVRLLALGE QDEWFEETIK KLHNLVAPRI PASGHLALQV RDSKDEYLDK 

IRRAQELITR GES YEICLTT KLQGTTDVAP LAAYLALRGA NPTAYGAYLQ LGDTSILSSS 

PERFITIDSA GYVESKPIKG TRPRGRTAQE DQEI IAELRS NPKDRAENLM IVDLVRNDLA 

RGALPTTVKT SKLFDVETYA TVHQLVSTVS AELGPRSPIE CVRAAFPGGS MTGAPKLRTM 

EI IDELEAAP RGI YSGGLGY FSLDGAVDLS MVIRTLVIQN NHVEYGVGGA LLALSDPEAE 

WEEIRVKSRP LLNLFGVEFP 



> RXA00580 (1-1302, translated) 434 residues 

MTDAHQADDV RYQPLNELDP EVAAAIAGEL ARQRDTLEMI ASENFVPRSV LQAQGSVLTN 

KYAEGYPGRR YYGGCEQVDI IEDLARDRAK AL FGAE FAN V QPHSGAQANA AVLMTLAEPG 

DKIMGLSLAH GGHLTHGMKL NFSGKLYEVV AYGVDPETMR VDMDQVREIA LKEQPKVIIA 

GWSAYPRHLD FEAFQSIAAE VGAKLWVDMA HFAGLVAAGL HPSPVPYSDV VSSTVHKTLG 

GPRSGI ILAK QEYAKKLNSS VFPGQQGGPL MHAVAAKATS LKIAGTEQFR DRQARTLEGA 

RILAERLTAS DAKAAGVDVL TGGTDVHLVL ADLRNSQMDG QQAEDLLHEV GITVNRNAVP 

FDPRPPMVTS GLRIGTPALA TRGFDI PAFT EVADI IGTAL ANGKSADIES LRGRVAKLAA 

DYPLYEGLED WTIV 



> RXA00581 (1-969, translated) 323 residues 

MAEQNAASTT GVKPSPRTPD FSPYLDFDRA QWRELRNSMP QVLTQKEVIE LRGIGENIDL 

AEVAEVYLPL SRLIHLQVAA RQQLTAATET FLGTSPSISV PFVIGVAGSV AVGKSTTARL 

LQVLLQRWNS HPRVDLVTTD GFLYPGAELI RRGLMSRKGF PESYDQRALL RFVTDVKSGK 

LEVNAPVYSH TAYDRVPGEF TTVRQPDILI VEGLNVLQTG PTLMVSDLFD FSVYVDARTE 

DIEKWYIDRF LKLRDTAFRR PGAHFSHYAD MADPESIAVA RELWQSINLP NLVENILPTR 

VRASLVLKKG SDHLVERVRM RKI 



> RXA00584 (1-1125, translated) 375 residues 

MHSPERQEKM SSPVSLENAA STSNKRVVAF HELPSPTDLI AANPLTPKQA SKVEQDRQDI 

ADI FAGDDDR LVVVVGPCSV HDPEAAIDYA NRLAPLAKRL DQDLKIVMRV YFEKPRTIVG 

WKGLINDPHL NETYDIPEGL RIARKVLIDV VNLDLPVGCE FLEPNSPQYY ADTVAWGAIG 

ARTTESQVHR QLASGMSMPI GFKNGTDGNI QVAVDAVQAA QNPHFFFGTS DDGALSVVET 

AGNSNSHIIL RGGTSGPNHD AASVEAVVEK LGENARLMID ASHANSGKDH IRQVEVVREI 

AEQISGGSEA VAGIMIESFL VGGAQNLDPA KLRINGGEGL VYGQSVTDKC I DI DTTIDLL 
AELAAAVRER RAAAK 

> RXA00618 (1-534, translated) 178 residues 

MSFGRPLATA HQFSKNAIVV GTLSKYFSMT GWRVGWIIVP DELVTPIENL QASLSLCAPA 

IGQAAGRAAF TLEAGAELDA HVEAYREARE VFVDKLPEIG LGTFADPDGG LYLWVDVSAY 

TDDSEEWALR LLDEAGVAVA PGVDFDPEEG HKWIRLSLCA SKEDTIEGVR KIGEFIKK 

> RXA00619 (1-1428, translated) 476 residues 

VADKKKIANV LSNRYASAEL SNLWSAEEKI IMERQLWIAV MKAQKDLGVE IPAEAIESYE 

AVIDQVDLAS IADRERVTRH DVKARIEEFN ALAGHEHIHK GMTSRDLTEN VEQLQIHRSL 

ELVRNKGIAV VAAIGSRAAQ YQSLVMAGRS HNVAAQATTL GKRFATAADE MLVALERVTE 

LLNRYPLRGI KGPMGTAQDM LDLMEGDEAR LSDLETRIAA HLGFDRVFDS VGQVYPRSLD 

FDAVSALVQL GSGPSSLSHT IRLMAGTETV TEGFKEGQVG SSAMPHKMNA RSCERVGGLQ 

VILRGYLTMV ADLSGQQWNE GDVFCSVIRR VALPDAFFAI DGMFETFLTV LDEFGAFPAM 

IERELERYLP FLATTRILMA AVRAGVGRET AHEVIKENAV AVALNMRENG GDQDLIQRLA 
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ADERLPMSEA DLEAALADRH AFIGAAESQV SRVLDRIQVL VDAHPGAADY RPGEIL 



> RXA00620 (1-891, translated) 297 residues 

MRPELSQYKH LSAGKVREIY EIDDKHILMV ASDRISAYDF ILDTEI PDKG RVLTAMSQFF 

FDTIDFPNHL AGPADDPRIP EEVLGRAMVC KKLNMLPFEC VVRGYLTGSG LVEYKQTSSV 

CGVELPEGLV ESSQLPEPIF TPATKADIGD HDINVSFDVV EERLGEARAN QLRDASIAIY 

KAAAEIARDR GVILADTKFE FGIDEDGTLV LGDEVLTPDS SRYWPLEGYE AGSVQPSFDK 

QFVRNWLTGP KSGWDKDSGL EPPALPGSVV EATRERYIEA YELISGQKFC QWIGSCV 



> RXA00624 (1-687, translated) 229 residues 

MSGRLLVSVS SIFDQTRSAA DRLISDLRAD GIEVSLLVAP RIDGDWRLAK DKGTLAWMEQ 

QRERGHELIL NGFDQAVQGR RSEFANLERH EARLRLTGAI RQMQKIGFEF QIFAPPRWRM 

SEGTFAVLPE FDFNVAASTR GLHNLDTGEF LACRNLSVGE GFGAAKWWRK NVIKAVTRGA 

EKGNTVRLSA SARNLTNPKV AADFREAALA ALDLGAQVQT YSQAAAQLA 



> RXA00626 (1-780, translated) 260 residues 

DRAAARAHVD AVLEGGNPVL LESFLDGPEV SLFFLVDGET VVPLLPAQDH KRAYDNDEGP 

NTGGMGAYAP LPWLPEDGVQ RIVDEVCVPV AREMVARGCA YSGLLYAGIA WGAEGPAVVE 

FNCRFGDPET QAVLALLKTP LAVLLNAVAT GTLAEQPALE WEDAYALTVV LASYNYPEAP 

RTGDVIRNAD ADNVLHAGTA LNAEGELVSA GGRVLNVIGV GETLEAARDN AYTTIKDIEL 

EGSHYRSDIA LAALEGRI SI 



> RXA00627 (1-285, translated) 95 residues 

MQMLDRVHRR RREGKDTLMF CAGQPSTGAP EAVIEEAEIA LRSGPLGYTE VIGDREFRER 
IADWHSATYD VDTNPDNVIV TTGSSGGFVA SFIAT 



> RXA00629 (1-264, translated) 88 residues 

MRILVIGSGA REHALLRGLS TDPATTELHV APGNAGLGSI ATVHPGIKAD DPEAVTALAK 
ELNSDLVVIG PEIPLVAGVA DALRAAGI 



> RXA00632 (1-672, translated) 224 residues 

MPFLFVSGTG TGVGKTFSTA VLVRYLADQG HDVLPVKLVQ TGELPGEGDI FNIERLTGIA 

GEEFARFKDP LAPNLAARRE GVEPIQFDQI ISWLRGFDDP DRI I VVEGAG GLLVRLGEDF 

TLADVASALN APLVIVTSTG LGSLNAAELS VEAANRRGLT VLGVLGGSIP QNPDLATMLN 

LEEFERVTGV PFWGALPEGL SRVEGFVEKQ SFPALDAFKK PPAR 



> RXA00633 (1-1269, translated) 4 

MENPSLRELD HRNIWHPYAA PGVRNRLVTK 

PRLKAAAQKQ IDTMSHVMFG GLTHEPAIKL 

MALQASKGQG HPERTKLLTW RSGYHGDTFT 

RGSSPQAISE YLRSMELLID EAVSAI1IEP 

IVDEIATGFG RTGELFATLS NGLQPDIMCV 

GALMHGPTFM ANPLACAVSH ASLEI IETGM 

LGAIGVIEME QNVNVEEATQ AALDHGVWIR 
KGK 



23 residues 

TDGVFLTLED 

THKLLNLTGN 

AMSVCDPENG 

I VQGAGGMRF 

GKALTGGFMS 

WQKQVKRIEA 

PFGRLLYVMP 



GSTVIDAMSS 
SFDHVFYSDS 
MHSLWKGTLP 
HDVALIEGVA 
FAATLCTDKV 
ELIAGLSPLQ 
PYITTSEQCA 



WWSAIHGHGH 
GSVSVEVAIK 
EQIFAPAPPV 
TLCKKHDRFL 
AQLI STPNGG 
HLPGVADVRV 
QICTALHAAV 



> RXA00688 {1-543, translated) 18 
MRLVLLGPPG AGKGTQAAIL SEKLGIPHIS 
. TDVTARMVAS RLAESDAAEG FLLDGFPRTV 
VERMLSRGRA DDNEETIRTR LGVYRDETAP 



1 residues 

TGDLFRANIG EGTPLGIEAK QYIDAGKLVP 

EQADILANLL SEAGQTLDGV VNYQVSEDVV 

LIDHYGDKII NIEAEGEVEE INARTLKALG 



> RXA00708 (1-672, translated) 224 residues 

TVGKAVRESG VPREELIVTS KLPGRFHARD LGRVRIEESL YRLNLDYIDL LLIHWPNPSK 

DLYVEAWETL IEVRDAGLVK HIGVSNFLPN HIDRLRRETG ELPAVNQIEL HPYFPQVEQV 

DFHDELGI IT EAWSPLSNGR GLVEEPLLKE IGERYGVGSG EIALAWHHAR GIVPIPRSTN 

PARQRSNLEA VKISLIDEDV QAITALARKN GRIKDQDPAV YEEF 

> RXA00717 (1-960, translated) 320 residues 

VTPPARRDGT PDKKQSNRSG GYRSSVRGYK PGSSRPNTRQ QPQKKDEILL SNAKPAKKQN 
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VKSDDDWSMG FLNRNDSDGV RLQKVLAQAG 
DPNNDVIRVD GVRIHINEDL EYFVLNKPRG 
VGRLDADTEG LLLLTNDGEL ANRLMHPKYE 
PAKADFAQII DVFQGKSLLR IEIHEGRKHI 
GSLRALNSSE LTSLYKVVQL 



VASRRHAEIL IDQGRVEVND RIVTTQGVRV 

MHSTMSDELG RPCVGDLVSE KTASGQRLFH 

VSKTYLATVR GEATNKLVSA LRDGVELEDG 

VRRLFDELGF PVERLVRTKL HTVQLGDQKP 



> RXA00718 (1-708, translated) 236 residues 

VTEISNMPAG GLIVAIDGPS GTGKSTTSRA LATRLSAKYL DTGAMYRVAT LHVLNQGIDP 

ADSAAVIAAT AVLPLSISDD PASTE VLLAG VDVQKDIRGP EVTQNVSAVS AIPEVRENLV 

ALQRALAAKA HRCVVEGRDI GTAVLVDAPI KAFLTASAEV RAQRRFDQDT AAGRDVDFDA 

VLADVVRRDE LDSTRAASPL KPADDAHIVD TSDMTMDQVL DHLIHLVEAS AERSNQ 

> RXA00727 (1-912, translated) 304 residues 

LRFPKI PKRA VAATVGIVAT SFTLASCVTN EEQGNPDGWE QIVPDPVPEI QAMVPEALAQ 

RGVLTAGANP PFPPFEFKDS DGQIIGVEMD LVRAMAGVMG LEFSPQEQDF SLILPSVQAG 

TLDIGASGFT DNEERRENFD FIDFLFAGVQ WAQATDRETP IDPENACGLT VAVQRTTVAE 

TDDVRPRSAQ CEAEGKEPIT ILSYETADTA ATALILGRAD ALAADSPVSA WAAERSEGRI 

EVVGDMYLAA PFGFAFPLES DLTPAAAAAF QHLIDTGDYQ RIMAQWGIEE GLLDEALINE 
QPLN 

> RXA00766 (1-843, translated) 281 residues 

MVFWDDAALT RGDGI FETLL IRDGHACNVR RHGERFKASA ALLGLPEPIL EDWEKATQMG 

IESWYSHPNA GEASCTWTLS RGRSSTGLAS GWLTITPVSS DKLAQREHGV SVMTSSRGYS 

I DTGLPGIGK ATRGELSKVE RTPAPWLTVG AKTLAYAANM AALRYAKSNG FDDVIFTDGD 

RVLEGATSTV VSFKGDKIRT PSPGGDILPG TTQAALFAHA TEKGWRCKEK DLS IDDLFGA 

DSVWLVSSVR GPVRVTRLDG HKLRKPDNEK EIKALITKAL G 



> RXA00770 (1-315, translated) 105 residues 

VTGGGLAGNL ERVVPEGLVA EMSRATWTPG QIFRTISSVG KVSREEMEKT FNMGVGMVAV 
VAEKDRDRAL AMLTARHIDC WEIGTVRNGE EGEPRVILNG EHPGY 



> RXA00779 (1-933, translated) 311 residues 

MGNVYNNITE TIGHTPLVKL NKLTEGLDAT VLVKLESFNP ANSVKDRIGL AIVEDAEKSG 

ALKPGGTIVE ATSGNTGIAL AMVGAARGYN VVLTMPETMS NERRVLLRAY GAEIVLTPGA 

AGMQGAKDKA DEI VAERENA VLARQFENEA NPRVNRDTTA KEILEDTDGT VDI FVASFGT 

GGTVTGVGQV LKENNADVQV YTVEPEASPL LTAGKAGPHK IQGIGANFIP EVLDRKVLDD 

VLTVSNEDAI AFSRKLATEE GILGGISTGA NIKAALDLAA KPENAGKTIV TVVTDFGERY 
VSTVLYEDIR D 



> RXA00780 (1-546, tra 

MIREDLANAR EHDPAARGDL 

TGIEIHPGAT IGRRFFI DHG 

VTVGAGAKIL GPITIGEGSA 
YI 



nslated) 182 residues 
ENAVVYSGLH AIWAHRVANS 
MGIVIGETAE IGEGVMLYHG 
IGANAVVTKD VPAEHIAVGI 



WWKSGFRGPA RVLAQFTRFL 
VTLGGQVLTQ TKRHPTLCDN 
PAVARPRGKT EKIKLVDPDY 



> RXA00838 (1-900, translated) 300 residues 

MKIAIVGAGA VGGYFGALLQ ESGADITMVA RGRTLEALKS KGLHINDARG ERYVPIPAVA 
SVQELKDADV VMIATKALSR SLDLAELLGG IPANSVVAIT QNSIESADLA AKSIGADRVW 
PGVVRGFFVH EGPASVSYKG GPLSYTFGDS GELSRQFAST LEQAGIDGVL HPDILVDVWE 
KAMFVEVFGG LGAFVEKQLG TLRTHFRASL EALMEEVAEV ARAAGVALPS DAVERTMNFA 
DRMPENSTSS MQRDLAAGVA SELEAQTGAI VRAAHKVGVK TPLHDLI YAG LKLKEEENSL 



> RXA00863 (1-744, translated) 248 residues 

MGIKVGVLGA KGRVGQTIVA AVNESDDLEL VAEIGVDDDL SLLVDNGAEV VVDFTTPNAV 

MGNLEFCINN GISAVVGTTG FDDARLEQVR DWLEGKDNVG VLIAPNFAIS AVLTMVFSKQ 

AARFFESAEV IELHHPNKLD APSGTAIHTA QGIAAARKEA GMDAQPDATE QALEGSRGAS 

VDGIPVHAVR MSGMVAHEQV I FGTQGQTLT IKQDSYDRNS FAPGVLVGVR NIAQHPGLVV 
GLEHYLGL 



> RXA00864 (1-750, translated) 250 residues 

VAEQVKLSVE LIACSSFTPP ADVEWSTDVE GAEALVEFAG RACYETFDKP NPRTASNAAY 



Appendix B, page 12 



Attorne^^^BcetNo.: BGI-121CP 



LRHIMEVGHT ALLEHANATM 
LIDEDPQLRE LFMHAMDESR 
SRIVVSGNFR TWRHFIGMRA 
MATSPYVMDF 



YIRGISRSAT HELVRHRHFS 
FAFNELLNAL EEKLGDEPNA 
SEHADVEIRE VAVECLRKLQ 



FSQLSQRFVH SGESEVVVPT 
LLRKKQARQA ARAVLPNATE 
VAAPTVFGDF EIETLADGSQ 



> RXA00865 (1-903, translated) 301 residues 

MSTGLTAKTG VEHFGTVGVA MVTPFTESGD IDIAAGREVA AYLVDKGLDS LVLAGTTGES 

PTTTAAEKLE LLKAVREEVG DRAKLIAGVG TNNTRTSVEL AEAAASAGAD GLLVVTPYYS 

KPSQEGLLAH FGAIAAATEV PICLYDIPGR SGIPIESDTM RRLSELPTIL AVKDAKGDLV 

AATSLIKETG LAWYSGDDPL NLVWLALGGS GFISVIGHAA PTALRELYTS FEEGDLVRAR 

EINAKLSPLV AAQGRLGGVS LAKAALRLQG INVGDPRLPI MAPNEQELEA LREDMKKAGV 
L 



> RXA00867 (1-627, translated) 209 residues 

FGDMDFKVAG TADFITALQL DTKLDGI PSK VLSDALEQAR DARLTILNTM ADVINGPDEM 

SKFAPRITTV KIPVAKIGEL IGPKGKNINA LTEETGANIS IEDDGTVFIS AADGASAEAA 

IEKINALANP QLPKVGERFL GTVVKTTAFG AFVSLLPGRD GLVHISKLGN GKRVEKVDDV 

VKVGEKIQVE IADIDNRGKI SLVPVVEED 



> RXA00873 (1-756, translated) 252 residues 

TAQWGIFLRN HDELTLEMVS DEERSYMYSQ FASEPRMRAN VGIRRRLSPL LEGDRNQLEL 
LHGLLLSLPG SPVLYYGDEI GMGDNIWLHD RDGVRTPMQW SNDRNGGFSK ADPERLYLPA 
IQNDQYGYAQ VNVESQLNRE NSLLRWLRNQ ILIRKQYRAF GAGTYREVSS TNESVLTFLR 
EHKGQTILCV NNMSKYPQAV SLDLREFAGH TPREMSGGQL FPTIAEREWI VTLAPHGFFW 
FDLTADEKDD ME 



> RXA00884 (1-1140, translated) 380 residues 

MSVFGVYIHV PFCSTRCGYC DFNTYTAGEL GSTAGPDTYL DSLEVELEMA VASLDNPRQA 

ETIFIGGGTP SLIGADGLAR VLGAVRNTFG IADGAEVTTE SNPESTSPEF FDGLREAGYN 

RISLGMQSAS SSVLKVLDRT HTPGRPVAAA KEAREAGFEH VNLDMI YGTP TETDDDVRKT 

LNAVLEANVD HVSAYSLIVK DGTAMARKVH KGELPAPDED VYADRFELID ARLRS AG FDW 

YEVSNWAKPG GECKHNMGYW VDGDWWGAGP " GAHSHIGDRR FYNIKHPARY SAQIAAGELP 

IKETERLTAE DHHTERVMLG LRLKQGVPLN L FAPAARP V I DRHIAGGLLH VNALGNLAVT 

DAGRLLADGI IADILLSEED 



> RXA00891 (1-1002, translated) 334 residues 

VLQTSWHFSI LAGMTDTSPL NSQPSADHHP DHAARPVLDA HGLIVEHESE EFPVPAPAPG 

EQPWEKKNRE WYKDAVFYEV LVRAFYDPEG NGVGSLKGLT EKLDYIQWLG VDCIWIPPFY 

DSPLRDGGYD IRNFREILPE FGTVDDFVEL VDHAHRRGLR VITDLVMNHT SDQHAWFQES 

RRDPTGPYGD FYVWSDDPTL YNEARI I FVD TEESNWTYDP VRGQYFWHRF FSHQPDLNYD 

NPAVQEAMLD VLRFWLDLGL DGFRLDAVPY LFEREGTNGE NLKETHDFLK LCRSVIEKEY 

PGRILLAEAN QWPQDVVEYF GEKDKGDECH MAFH 



> RXA00952 (1-840, translated) 280 residues 

MSRYDDLFAR LDTAGEGAFV PFIMLSDPSP EEAFQIISTA IE AG A DAL EL GVPFSDPVAD 
GPTVAESHLR ALDGGATVDS ALEQIKRVRA AYPEVPIGML I YGNVPFTRG LDRFYQEFAE 
AGADSILLPD VPVREGAPFS AAAAAAGIDP I YIAPANASE KTLEGVSAAS KGYI YAISRD 
GVTGTERESS TDGLSAVVDN IKKFDGAPIL LGFGISSPQH VADAIAAGAS GAITGSAITK 
I IASHCEGEH PNPSTIRDMD GLKKDLTEFI SAMKAATKKV 



> RXA00954 (1-588, translated) 196 residues 

FLFAPAYNPA IAHVQPVRQA LKFPTI FNTL GPLLSPARPE RQIMGVANAN HGQLIAEVFR 

ELGRTRALVV HGAGTDEIAV HGTTLVWELK EDGTIEHYTI EPEDLGLGRY TLEDLVGGLG 

TENAEAMRAT FAGTGPDAHR DALAASAGAM FYLNGDVDSL KDGAQKALSL LADGTTQAWL 

AKHEEIDYSE KESSND 



> RXA00955 (1-1422, translated) 474 residues 

MTSNNLPTVL ESIVEGRRGH LEEIRARIAH VDVDALPKST RSLFDSLNQG RGGARFIMEC 
KSASPSLGMI REHYQPGEIA RVYSRYASGI SVLCEPDRFG GDYDHLATVA ATSHLPVLCK 
DFIIDPVQVH AARYFGADAI LLMLSVLDDE EYAALAAEAA RFDLDILTEV IDEEEVARAI 
KLGAKIFGVN HRNLHDLSID LDRSRRLSKL IPADAVLVSE SGVRDTETVR QLGGHSNAFL 
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VGSQLTSQEN VDLAARELVY GPNKVCGLTS PSAAQTARAA GAVYGGLIFE EASPRNVSRE 
TLQKIIAAEP NLRYVAVSRR TSGYKDLLVD GIFAVQIHAP LQDSVEAEKA LIAAVREEVG 
PQVQVWRAIS MSSPLGAEVA AAVEGDVDKL ILDAHEGGSG EVFDWATVPA AVKAKSLLAG 
GISPDNAAQA LAVGCAGLDI NSGVEYPAGA GTWAGAKDAG ALLKILATIS TFHY 

> RXA00956 (1-1131, translated) 377 residues 

MTEKENLGGS TLLPAYFGEF GGQFVAESLL PALDQLEKAF VDATNSPEFR EELGGYLRDY 

LGRPTPLTEC SNLPLAGEGK GFARI FLKRE DLVHGGAHKT NQVIGQVLLA KRMGKTRI I A 

ETGAGQHGTA TALACALMGL ECVVYMGAKD VARQQPNVYR MQLHGAKVIP VESGSGTLKD 

AVNEALRDWT ATFHESHYLL GTPAGPHPFP TIVREFHKVI SEEAKAQMLE RTGKLPDVVV 

ACVGGGSNAI GMFADFI DDE GVELVGAEPA GEGLDSGKHG ATITNGQIGI LHGTRSYLMR 

NSDGQVEESY SISAGLDYPG VGPQHAHLHA TGRATYVGIT DAEALQAFQY LARYEGI I PA 
LESSHAFAYA LKRAKTA 



> RXA00957 (1-1128, translated) 376 residues 

DFLETFETLP AVEESVNTYP DYQFVLAEIV LDINHQDQTA KLAGVSNAPG ELEAELNKLS 

LLIDAALPAT EHAYQTTPHD GDTLRVVADI PDAQFRTQIN ELKENI YNGD IYQVVPARTF 

TAPCPDAFAA YLQLRATNPS PYMFYIRGLN EGRSYELFGA SPESNLKFTA ANRELQLYPI 

AGTRPRGLNP DGSINDELDI RNELDMRTDA KEIAEHTMLV DLARN DLARV SVPASRRVAD 

LLQVDRYSRV MHLVSRVTAT LDPELDALDA YRACMNMGTL TGAPKLRAME LLRGVEKRRR 

GSYGGAVGYL RGNGDMDNCI VIRSAFVQDG VAAVQAGAGV VRDSNPQSEA DETLHKAYAV 

LNAIALAAGS TLEVIR 



> RXA00958 (1-624, translated) 208 residues 

MTHVVLIDNH DSFVYNLVDA FA V AG Y KC T V FRNTVPVETI LAANPDLICL SPGPGYPADA 
GNMMALIERT LGQI PLLGIC LGYQALIEYH GGKVEPCGPV HGTTDNMILT DAGVQSPVFA 
GLATDVEPDH PEIPGRKVPI GRYHSLGCVV APDGIESLGT CSSEIGDVIM AARTTDGKAI 
GLQFHPESVL SPTGPVILSR CVEQLLAN 



> RXA00970 (1-927, translated) 309 residues 

MAIELNVGRK VTVTVPGSSA NLGPGFDTLG LALSVYDTVE VEIIPSGLEV EVFGEGQGEV 

PLDGSHLVVK AIRAGLKAAD AEVPGLRVVC HNNIPQSRGL GSSAAAAVAG VAAANGLADF 

PLTQEQIVQL SSAFEGHPDN AAASVLGGAV VSWTNLSIDG KSQPQYAAVP LEVQDNIRAT 

ALVPNFHAST EAVRRVLPTE VTHIDARFNV SRVAVMIVAL QQRPDLLWEG TRDRLHQPYR 

AEVLPITSEW VNRLRNRGYA AYLSGAGPTA MVLSTEPIPD KVLEDARESG IKVLELEVAG 
PVKVEVNQP 



> RXA00972 
PAPGWRFRTG 
VVDEDDFRSR 
AGFPASRITA 
PGIEAHTHEF 
FKLAAERVLG 
AELGIDAPTV 
YGSEYDARVV 
AMSSRYNAFT 



(1-1377, translated) 459 residues 

EDVTMATVEN FNELPAHVWP RNAVRQEDGV VTVAGVPLPD 

CRDMATAFGG PGNVHYASKA FLTKTIARWV DEEGLALDIA 

HGNNKGVEFL RALVQNGVGH VVLDSAQELE LLDYVAAGEG 

IATSHEDQKF GFSLASGSAF EAAKAANNAE NLNLVGLHCH 

LYSQIHSELG VALPELDLGG GYGIAYTAAE EPLNVAEVAS 

LVEPGRAIAG PSTVTIYEVG TTKDVHVDDD KTRRYIAVDG 

SRFAEGDPVS TRIVGSHCES GDILINDEIY PSDITSGDFL 
RPAVVSVRAG SSRLMLRRET LDDILSLEA 



LAEEYGTPLF 
SINELGIALA 
KIQDVLIRVK 
VGSQVFDAEG 
DLLTAVGKMA 
GMSDNIRPAL 
ALAATGAYCY 



> RXA00974 (1-393, translated) 131 residues 

MTSASAPSFN PGKGPGSAVG IALLGFGTVG TEVMRLMTEY GDELAHRIGG PLEVRGIAVS 

DISKPREGVA PELLTEDAFA LIEREDVDIV VEVIGGIEYP REVVLAALKA GKSVVTANKA 

LVAAHSAELA D 



> RXA00981 (1-630, translated) 210 residues 

MSENLPAPEN LLDAERIQMI KNFRNELTGF MLNYQFGIDE ILTKINILKT EFSQLHEYAP 

IEHVSSRLKT PESIVKKVIR KGDELSLAAI KDTVFDIAGI RIVCSFLKDA YAIADMLTNQ 

KDVTVIEAKD YIANPKPNGY KSLHLILQVP VFLSNSVEKV NVEVQIRTIA MDFWASLEHK 

I YYKFEQEVP QSILDELSED GKNPRGSEVT 



> RXA00989 (1-1533, translated) 511 residues 

GIGLVANNDG I FDSENDDIT VGDVTLGETG LSLPI DLAGE VEAPASEEIT QEDLLRLAQV 
EAELDQRWLE TKI DPTFRRM SYMMDLMGQP QNSFPAIHVA GTNGKTSTTR MIESLLRAFH 
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RRTGRTTSPH 
ALVALAYAGF 
GEKAGI IKAR 
AIAVGGQQLT 
GFAQVQSPGR 
GILESLEPYL 
DTDVQSGSGV 



LQLVTERIAI 
ADAPVDVAVV 
PASEDGTEPE 
LKGLGGEYTD 
LERLRSAPTV 
HEIVCTQTAS 
VITGSIVTAG 



DGKPIHPRDF 
EVGLGGRWDA 
GNVVIVGKQE 
IFLPLSGAHQ 
FIDAAHNPHG 
ERALDAYDLA 
DARTLFGKEP 



VRI YEEIKPY 
TNVINAAVSV 
PEAMNVILQQ 
ADNAAVALAA 
AAALGAALDR 
EYAREI YGDE 
A 



MEMTDAWSEA 
ITPVGMDHVD 
AVDVDAAVAR 
VEAFFGASAG 
DFEFRRLIGV 
RVHVQEDLAG 



EGGPKMSKFE 
RLGNTIGEIA 
LNMEFGVVES 
RPLDIDTVRE 
IGVLCDKDAR 
AVELAIELAE 



> RXA00997 (1-582, translated) 194 residues 

MTTWKELTDN NPAHSENYAQ RWRNLAAAGN DIYGEARLID AMAPRGAKIL DAGCGQGRIG 

GYLSKQGHDV LGTDLDPILI DYAKQDFPEA RWVVGDLSVD QISETDFDLI VSAGNVMGFL 

AEDGREPALA NIHRALGADG RAVIGFGAGR GWVFGDFLEV AERVGLELEN AFESWDLKPF 

VQGSEFLVAV FTKK 



> RXA01009 
LALKGYTNFD 
DFDGNAFI DM 
RGEFSHVFFT 
TTDPDI YHFW 
I ILPPAGYLN 
AGYAPLGGIV 
AELIEPRLRE 



{1-1230, t 
GEFIEFGSVQ 
GSQLVSANLG 
NGGADAIEHS 
APFLHHSSFF 
GVRELCNKHG 
MTQSIRDTFG 
LAEENVAIAD 



ranslated) 
AKEEEKRAFD 
HNNPRLVEAI 
IRMARLHTGR 
ATTQEEECER 
ILFIADEVMV 
SEAYSGGLTY 
VRGIGFFWAV 



410 residues 
NDRAHVFHSW 
QRQAARLTNI 
NKILSAYRSY 
ALKHLEDVIA 
GFGRTGKLFA 
SGHPLAVAPA 
EFNADATAMA 



SAQDKISPKV 
NPAFGNDVRS 
HGATGSAMML 
FEGAGMIAAI 
YEHAGDDFQP 
KAALEIYAEG 
AGAAEFKERG 



WAAAEGSTLY 
DVAAKIVSMA 
TGEHRRLGNP 
VLEPVVGSSG 
DMITFAKGVN 
EI I PRVARLG 



> RXA01019 (1-990, translated) 330 residues 

TLAHSLSFPD SLRDGPTVGD LGEFEVIRVI TEQAGSSLNG DDAAVLRHAS PNSRAVVTTD 

MLVAGRHFQL DWSTPEQIGQ KAIVQN FAD I EAMGARPVAA LLAISAPTHT PVEFVRGLAR 

GMNQRLEEYS AELVGGDITS GDSLVIAVTA IGQLGGSLPE LTLGRARPGQ TLVAHGKIGY 

SAAGLALLQH FGPDNVPEHL RPLVDAHCAP VLTPGRGMVA RAAGATAMTD NSDGLIVDLN 

QMAMKSGVRI DVDSCSISPD ELLSEAASVL GTDAWRWILS GGEDHTLLST TFGDAPSGFR 

TIGQVTKTRH EDLVTVDKKT PAFSDGWRSF 



> RXA01024 (1-657, translated) 219 residues 

MANKNNKPHE VDKDQDSAML INGRLQQIPA RPTEEFTRPT LAAGAVLWRG DITNPDSIEV 
AVIHRPHYDD WSLAKGKVDP GESI PTTAAR EILEETGYDI RLGKLIGKVT YPVLDRTKVV 
YYWTAQVLGG EFVPNDEVDE IRWLSVDEAC ELLSYQVDTE VLAKAAKRFR TPSTTRVLYV 
RHAHAHGRQT WGGDDNKRPL DKKGRRQAEM LVPMLLPFK 



> RXA01026 
VWRDHVVSKG 
EGIKTGSLLE 
IVCGDSHTST 
I LAI IAKIGT 
EGREMAPKGA 
VPSPEDFTND 
GHKIADGMRM 
SAFTSNRNFE 
HCSDPTWTPT 



(1-1602, translated) 
ENGEPDLLYI DLQLLHEVTS 
INDKISRLQV STLRDNCEEF 
HGAFGSMAFG IGTSEVEHVM 
GGGQGYVLEY RGEAIRKMSM 
DWDEAVAYWK TLPTDEGATF 
NDKAAAEKAL QYMDLVPGTP 
MVVPSSTWIK QEAEALGLDK 
GRQGPGGRTH LVS PAVAAAT 
RSSQPSTSSA SPGPASKTDC 



534 residues 
PQAFDGLRMT 
GVRLHPMGDV 
ATQTLPLKPF 
DARMTMCNMS 
DKVVEIDGSA 
LRDIKIDTVF 
I FTDAGAEWR 
ESADPVLTCR 
FPTGAKTTPT 



GRKLRHPELH 
RQGIVHTVGP 
KTMAIEVTGE 
IEAGARAGMI 
LTPFITWGTN 
LGSCTNARIE 
TAGCSMCLGM 
YLRKARKQWK 
LSSTPTPTRT 



LATEDHNVPT 
QLGATQPGMT 
LQPGVSSKDL 
APDQTTFDYV 
PGQGLPLGES 
DLQIAADILK 
NPDQLKPGER 
NLPPTPALAF 
APFS 



> RXA01027 (1-234, translated) 78 residues 

TDPEACKKRF TDVVAQGGVP MIVGQGDIIP EMIKWFSENG TLPIDEKIKA KKGSVWVLSF 
HDGVFTGADY LASSLPVK 



> RXA01073 (1-831, translated) 277 residues 

MTNTQTEI IN ELKVSPAIDV AKEVEFRVQF LVDYLRASHT KGFVLGISGG QDSTLAGRLT 

QLAVERIRAE ENSTDYVFYA VRLPYAIQAD EDDAQVALEF IAPDKSVTVN VK DAT DATE A 

TVAAALELPE LTDFNRGNIK ARQRMVAQYA IAGQLGLLVI GTDHAAENVT GFFTKFGDGA 

ADLLPLAGLS KRQGAAILEH LGAPSSTWTK VPTADLEEDR PALPDEEALG VSYADI DNYL 

ENKPDVSEKA QQRIEHLWKV GQHKRHLPAT PQENWWR 

> RXA01079 (1-690, translated) 230 residues 

MDFHALNALL NLYDDNGKIQ FEKDREAANQ YFLQHVNQNT VFFHNLQEKI DYLVENKYYD 
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ket No.: BGI-121CP 



PIVLDKYDFQ FIKDLFKRAY GFKFRFQSFL GAYKYYTSYT LKTFDGRRYL ERFEDRVCMV 
ALTLADGDRA LAENLVDEIM SGRFQPATPT FLNSGKAQRG EPVSCFLLRI EDNMESIGRS 
INSALQLSKR GGGVALLLSN LREAGAPIKK IEIQSSGVIP VMKLLEDAFS 

> RXA01080 (1-444, translated) 148 residues 

MLIVYFSSAT DNTHRFVQKL DLPNVRI PLT RVEEPLKINE PYVLITPTYG GGVSMTGENS 

RPVPPQVIRF LNDEHNRSFI RAVVAGGNSN FGSDFGLAGE IISKKCKVPY VYRFELMGNE 

EDVSILRGGL TQNAQALGLE PQEPVTSR 



> RXA01084 
SFLDTKRENA 
TEHYDEMVDD 
CSEILQVSTP 
QTSIDSVPSI 
ASNQIATERG 
ALKADVMEHG 
DNDNLEYFED 
IKTLYYIRLR 



{1-1341, translated) 

DEKIRIKTLS LGVVIPDITF 

DRIRKTKINA RQFFQTLAEI 

SEFNDDLTYA EVGEDISCNL 

RKGNEAAHAI GLGQMNLHGY 

ERFKNFENSK YATGEYFDDF 

LFNRNLQAVP PTGSISYINN 

AYEIGYEKI I DTYAVATKYV 

QVALEGTEVD GCVSCML 



447 residues 
ELAKRNDDMY LFSPYDVERI YGKPFADVSI 
QFESGYPYIM YEDTVNASNP IEGRITHSNL 
GSLNVAMAMD APNFEKTXET EIRGLTAVXE 
FGREHMHYGS EEALDFTNAY FAAVLYQCLR 
DANDFAPKSD KVKELFAKSN IHTPTVEDWA 
STSSIHPIAS KIEIRKEGKI GRVYYPAPHM 
DQGLSLTLFF KDTATTRDIN RAQIYAWRKG 



> RXA01087 (1-876, translated) 292 residues 
MQTLAAIVRA TKQPFEITTI DLDAPRPDEV QIRVIAAGVR 
H EG AG V WAV GSAVTSVKPD DKVVLGFNSC GQCLKCLGGK 
TTLFTRATKE QAEAI 1DTLD DVFYDADAGF LAYPATPPEA 
ALHTASYLGR STSLIVDFGV AGIHRLLSYE EELRAAGVLI 
VVALPTSVGY GAGAGGIAPL LTMLNACAPG VGVVNIDNGY 



HTDAIVRDQI YPTFLPAVFG 

PAYCEKFYDR NFACTRDAGH 

SGVSVLVVAA GTSDLPQAKE 

VAAGMDGALP GVVAGLVSAP 

GAGHLAAQIA AR 



> RXA01095 (1-783, translated) 261 residues 

MVATENRMLM EIAAEI SARE ATLGFQEVKT KSRSAGLTAA FDIASVFFSS GCNVVVAFDR 

FASNWSDHSD HVDYAAQVAG FGASMLAYTV RRGQFDTAVR DIRDIKSEVD IPILLHDPII 

DPYQIHEARV MGIDALQFPV WAMEQARLES LVDRTESLGM TAI VSVRNHE E AH RAV DAG A 

TVVAI DITGY TGSLTLPEAF SGITQFMPKE VARIVLGGCS SPKELMRFAR HSADAI FVPH 

ADLATTKSLV TAGMHPACPS R 

> RXA01097 (1-354, translated) 118 residues 

MSDNPQEYEL DWDVEKRLKL NDAGLVPAI V QADGTNEVLM MAWMDTHALA YTLATRRGTY 

FSRSRNEYWI KGLTSGNVQE VTGLALDCDG DTVLLTVKQT GGACHTGAHT CFDNDVLL 

> RXA01098 (1-774, translated) 258 residues 

MGVAIRVIPC LDVDNGRVVK GVNFENLRDA GDPVELAKRY DEEGADELTF LDVTASKHGR 

GTMLDVVRRT ADQVFIPLTV GGGVRSEEDV DQLLRAGADK VSVNTSAIAR PELLSELSKR 

FGAQCIVLSV DARRVPEGGT PQPSGFEVTT HGGSKSAELD AIEWAKRGEE LGVGEILLNS 

MDGDGTKNGF DLELLEKVRA AVSIPVIASG GAGKAEHFPP AVAAGANAVL AATI FHFREV 

TIAEVKGAIK DAGFEVRK 

> RXA01100 (1-738, translated) 246 residues 

MTFTILPAVD VVNGQAVRLD QGEAGTEKSY GTPLESALKW QEQGAKWLHF VDL DAAFNRG 

SNHEMMAEIV GKLDVDVELT GGIRDDESLE RALATGARRV NIGTAALEKP EWIASAIQRY 

GEKIAVDIAV RLEDGEWRTR GNGWVSDGGD LWEVLERLDS QGCARFVVTD VSKDGTLSGP 

NVELLREVAA ATDAPIVASG GISVLEDVLE LAKYQDEGID SVI IGKALYE HKFTLEEALA 
AVEKLG 

> RXA01101 (1-633, translated) 211 residues 

MTKTVALLDY GSGNLRSAQR ALERAGAEVI VSSDPEVCTN ADGLLVPGVG AFDACMKGLK 

NVFGHRIIGQ RLAGGRPVMG .ICVGMQILFD EGDEHGIKSA GCGEWPGKVE RLQAEILPHM 

GWNTLEMPTN SPMFEGISPD ERFYFVHSYG VRKWTLETDD LTTPPEVVWA KHENDRFVAA 

VENGTLWATQ FHPEKSGDAG AQLLRNWINY I 



> RXA01104 (1-606, translated) 202 residues 

MTVAPRIGTA TRTTSESDIT VE1NLDGTGK VDIDTGLPFF DHMLTAFGVH GSFDLKVHAK 
GDIEIDAHHT VEDTAI VLGQ ALLDAIGDKK GIRRFASCQL PMDEALVESV VDISGRPYFV 
ISGEPDHMIT SVIGGHYATV INEHFFETLA LNSRITLHVI CHYGRDPHHI TEAEYKAVAR 
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ALRGAVEMDP RQTGIPSTKG AL 



> RXA01105 (1-1098, translated) 366 residues 

MTKITLSDLP LREELRGEHA YGAPQLNVDI RLNTNENPYP PSEALVADLV ATVDKIATEL 

NRYPERDAVE LRDELAAYIT KQTGVAVTRD NLWAANGSNE ILQQLLQAFG GPGRTALGFQ 

PSYSMHPILA KGTHTEFIAV SRGADFRIDM DVALEEIRAK QPDIVFVTTP NNPTGDVTSL 

DDVERI INVA PGIVIVDEAY AEFSPSPSAT TLLEKYPTKL VVSRTMSKAF DFAGGRLGYF 

VANPAFIDAV MLVRLPYHLS ALSQAAAIVA LRHSADTLGT VEKLSVERVR VAARLEELGY 

AVVPSESNFV FFGDFSDQHA AWQAFLDRGV LIRDVGIAGH LRTTIGVPEE NDAFLDAAAE 
IIKLNL 



> RXA01106 (1-1326, translated) 442 residues 

MLNVTDLRGQ TPSKSDIRRA LPRGGTDVWS VLPIVQPVVE DVQNRGAEAA LDYGEKFDHI 

RPASVRVPAE VIAAAENTLD PLVRESIEES IRRVRKVHAE QKPSEHTTEL SPGGTVTERF 

MPI DRVGLYV PGGNAVYPSS VIMNTVPAQE AGVNSLVVAS PPQAEHGGWP HPTILAACSI 

LGVDEVWAVG GGQAVALLAY GDDAAGLEPV DM1TGPGNIF VTAAKRLVRG VVGTDSEAGP 

TEIAVLADAS ANAVNVAYDL ISQAEHDVMA ASVLITDSEQ LAKDVNREIE ARYSITRNAE 

RVAEALRGAQ SGIVLVDDIS VGIQVADQYA AEHLEIHTEN ARAVAEQITN AGAI FVGDFS 

PVPLGDYSAG SNHVLPTSGS ARFSAGLSTH TFLRPVNLIE YDEAALKDVS QVVINFANAE 
DLPAHGEAIR ARFENLPTTD EA 



> RXA01132 (1-303, translated) 101 residues 

MKLAVIGGDG IGPEVTAEAL KVLNAVRDDI ETTDYDLGAR RYLKNGELLT DEDLASLREH 
DAILLGAIGA PGSVPPGILE RGLLLKMRFA LDHHVNLRPS K 



> RXA01145 (1-456, translated) 152 residues 

MAIELLYDAD ADLSLIQGRK VAIVGYGSQG HAHSQNLRDS GVEVVIGLRE GSKSAEKAKE 

AGFEVKTTAE AAAWADVIML LAPDTSQAEI FTNDIEPNLN AGDALLFGHG LNIHFDLIKP 
ADDI IVGMVA PKGPGHLVRR QFVDGKGVPC LI 

> RXA01162 (1-1245, translated) 415 residues 

MYIVGICLQL VVMSQPMSAP DSAPGTERGH ERTHFAVVGD SQDPAQATAP RAPAESITLI 

GIGTDGFEGL GLKAQQALQR ASVVIGSWRQ LNLVPDAIKA ERRPWPGNTK HPDLDALFKE 

FLGRHVAVLA SGDPLFYGVG TAMVHVLGMD RLTVIPGPSS ASLACARLGW TVNRTRVVYL 

GQEPIETLIP IIESGAQFLV LGKDEFSTAQ VATLLNELGL GETPLTVLSD LGSTDEEITQ 

GTASHPPAAV SVLNVIAVGA RTAMPKPHFE GDVSNEDLRA LTVAALEPTQ GQMLWTFGDI 

GAALAC DWLR AAGNKAHAIS FASMVEQSQR NARKLGVSTL SVKETLSPKT LKDIRYVQGP 

ESASPHAIFM NKGLGIDLVP ETAWMMLRPG GKLIAQASTE DNIAKLHTLQ EQHGG 

> RXA01208 (1-804, translated) 268 residues 

VANSFLDSLT LVRQNTPLVQ CLTNSVVMQF TANVLLAAGA TPAMVDTPAE S AE FAAVANG 

VLINAGTPSA EQYQGMTKAI EGARKAGTPW VLDPVAVGGL SERTKYAEGI VDKQPAAIRG 

NASEVVALAG LGAGGRGVDA TDSVEVALEA AQLLAKRTGG VVAVSGAEDL IVSADRVTWL, 

RSGDPMLQLV IGTGCSLGAL TAAYLGATVD SDISAHDAVL AAHAHVGAAG QIAAQKASAP 
GSFAVAFIDA LYDVDAQAVA SLVDVREA 



> RXA01209 (1-1428, translated) 476 residues 

MCERPEKYVT DFSLYLVTDP VLGGGPKKVA GIVDSAISGG VSVVQLRDKN SGVEDVRAAA 
KELKELCDAR GVALVVNDYL DIAVELGLHL HIGQGDTPYT QARELLPAHL ELGLS IENLD 
QLHAVIAQCA ETGVALPDVI GIGPVASTAT KPDAAPALGV EGIAEIAAVA QDHGIASVAI 
GGVGLRNAAE LAATPIDGLC VVSEIMTAAN PAAAATRLRT AFQPTFSPET QTELSQTELQ 
GAFVNSPSAP RVLSIAGTDP TGGAGIQADL KSIAAGGGYG MCVVTSLVAQ NTHGVNTIHT 
PPLTFLEEQL EAVFSDVTVD AIKLGMLGSA DTVDLVASWL GSHEHGPVVL DPVMIATSGD 
RLLDASAEES LRRLAVHVDV VTPNIPELAV LCDSAPAITM DEAIAQAQGF ARTHDTIVIV 
KGGHLTGALA DNAVVRPDGS VFQVENLRVN TTNSHGTGCS LSASLATKIA AGESVE 



> RXA01215 (1-975, translated) 325 residues 

MTAHWKQNQK NLMLFSGRAH PELAEAVAKE LDVNVTPMTA RDFANGEIYV RFEESVRGSD 

CFVLQSHTQP LNKWLMEQLL MIDALKRGSA KRITAILPFY PYARQDKKHR GREPISARLI 

ADLMLTAGAD RIVSVDLHTD QIQGFFDGPV DHMHAMPILT DHIKENYNLD NICVVSPDAG 

RVKVAEKWAN TLGDAPMAFV HKTRSTEVAN QVVANRVVGD VDGKDCVLLD DMIDTGGTIA 
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GAVGVLKKAG AKSVVIACTH GVFSDPARER LSACGAEEVI TTDTLPQSTE GWSNLTVLSI 
APLLARTINE IFENGSVTTL FEGEA 



> RXA01239 
MARPI SATYR 
YDVIDPTTIN 
KDSAFEFYFD 
TEEGTPQEVY 
DLI DGVRVDH 
LRELDGVFIS 
MRRDNFSTAG 
LDLIAAALLG 
FHLLQEERSL 
ATGSFLLQNL 
EALFDGPSTS 
RFVDYTAREQ 
QAVFGEGRAE 
TGQRFSGVVP 



(1-2433, t: 
LQMRGPQADS 
EELGGMEGLR 
IDWHEDNGSG 
KRQHYRLQFW 
PDGLSDPFGY 
RESEDKFSML 
TNVTEDKLSE 
NGEAKIRFAQ 
LWPRTMTTLS 
LGVWPADGVI 
LITEFVSHIN 
VLERLQTWDW 
SHIMGIARGT 
ATDLFSHLPV 



•anslated) : 
AGRSFGFAQA 
DLAAATHELG 
GKLGMPILGA 
RDGVINFRRF 
LHRLRDLIGP 
ALTHSGSTWD 
TIIELVAAMP 
VCGAVMAKGV 
THDTKRGEDT 
TDALRDRFRE 
RGSVQISLGR 
TQVNSVEDLV 
DRNHLNI IAL 
SLLVLVPDSE 



ill residue: 
KAQLPYLKKL 
MGIIIDIVPN 
EGDEDKLEFA 
FSVNTLAGIR 
DRWLIIEKIL 
ERALKSTEES 
VYRADYISLS 
EDTTFYRASR 
RARIISLSEV 
YALKAIREAS 
KLLQMVGAGI 
DNADIAKMAV 
ATRRPLILED 
F 



GISHLYLSPI 
HLGVAVPHLN 
ELDGEKVLKY 
QEDPLVFEHT 
SVDEPLDPRL 
LKRVVAQQEL 
RTTATVIAEM 
LVALQEVGGA 
PDMYSELVNR 
TKTTWVDPNE 
PDTYQGTEFL 
VHKSLELRAE 
RGGWYDTTVT 



FTAMPDSNHG 
PWWWDVLKNG 
FDHLFPIAPG 
HRLLRELVAE 
AVDGTTGYDA 
AAEILRLARA 
SKRFPSRRDA 
PGRFGVSAAE 
VFAVLPAPDG 
SFEAAVCDWV 
EDSLVDPDNR 
FRASFVGGDH 
LPGGQWEDRL 



> RXA01253 (1-750, translated) 250 residues 

MTTLNIGLIL PDVLGTYGDD GNALVLRQRA -RMRGINAEIQ RVTLDDAVPS TLDLYCLGGG 
EDTAQILATE HLTKDGGLQT AAAAGRPI FA VCAGLQVLGD SFRAAGRVID GLGLIDATTV 
SLQKRAIGEV ETTPTRAGFT AELTERLTGF ENHMGATLLG PDAEPLGRVV RGEGNTDVWA 
ASENTDDQRQ QFAEGAVQGS I IATYMHGPA LARNPQLADL MLAKAMGVAL KDLEPLDIDV 
I DRLRAERLA 



> RXA01321 (1-537, translated) 179 residues 

VAENDYPMEV VAVVGNHENL RYIAENHNVP FFHVPFPKDA VGKRKAFDQV AEIVNGYDPD 

AIVLARFMQI LPPDLCEMWA GRVLNIHHSF LPSFMGARPY HQAYSRGVKL IGATCHYATG 

DLDDGPIIEQ DVIRVTHKDT PTEMQRLGRD AEKQVLARGL RFHLEDRVLV YGNRTVVFD 

> RXA01352 (1-606, translated) 202 residues 

VFENRFDLRC YVVTGAGSVD EVVHTASAAA RGGAGVVQVR SKPISPEAMR ELASKVALEV 

ARCSPTTRVL IDDHLHVASS LMREGLPIHG VHLGQDDMSV LEARELLGPE AIIGLTTGTL 

ELVAAANELS DVLDYIGAGP FRKTPTKDSG RPPIGLAGYP PLVELSKVPI VAIGDVTPAD 

VRALSATGVA GVAMVRAFSE SD 



> RXA01360 (1-159, translated) 53 residues 

MLHIADKTFD SHLIMGTGGA TSQALLEESL VASGTQLTTV AMRRHQATTS SGE 

> RXA01361 (1-606, translated) 202 residues 

ADAVISIDGH DPCLTVTMNS GVRVASKSVV VLAAGLGAAS I PGWFEGANP LQLRPVYGDI 

VRVRVPERLQ PMVTKVVRGF VEDRQIYIIP RTDGTLAIGA TSREDHPQPR TGAVHDLLRD 

AIRLI PGIEE TEFIEVTCGA RPGTPDDLPY LGWVGSNVIA STGYFRHGIL LSALGARAAV 
DMATNQPLFP TLDVCDPFRH QI 

> RXA01371 (1-1296, translated) 432 residues 

MAQVMDFKVA DLSLAEAGRH QIRLAEYEMP GLMQLRKEFA DEQPLKGARI AGSIHMTVQT 

AVLIETLTAL GAEVRWASCN IFSTQDEAAA AIVVGSGTVE EPAGVPVFAW KGESLEEYWW 

CINQIFSWGD ELPNMILDDG GDATMAVIRG REYEQAGLVP PAEAN DSDEY IAFLGMLREV 

LAAEPGKWGK IAEAVKGVTE ETTTGVHRLY HFAEEGVLPF PAMNVNDAVT KSKFDNKYGT 

RHSLI DGINR ATDMLMGGKN VLVCGYGDVG KGCAEAFDGQ GARVKVT E AD PINALQALMD 

GYSVVTVDEA IEDADIVITA TGNKDI ISFE QMLKMKDHAL LGNIGHFDNE IDMHSLLHRD 

DVTRTTIKPQ VDEFTFSTGR SIIVLSEGRL LNLGNATGHP SFVMSNSFAD QTIAQIELFQ 
NEGQYENEVY RL 



> RXA01381 (1-921, translated) 307 residues 

SAGVGTITVI DDDTVDISNI HRQILFGASD VGRPKVEVAA ERLKELQPDI TVNALHERIT 
PENACELLNS VDLVLDGSDS FSTKYLVSDA AEITGTPLIW ATVLRFHGEL ALFNSGPDHR 
GVGLRDVFPE QPSADFVPDC ATAGVLGATT AT I GAL MATH AIGFLTEIGD VQPGTILSYD 
AFPAATRSFR VSADPARPLV TRLRASYEAA RTDTTSLIDA TLNGSLTALD IREPHEVLLK 
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ketNo.: BGM21CP 



DLPEGATSLK LPLSQITSDS DILEALSGID GDILVYCASG IRSSDFI DNY SHLGHKFVNL 
PGGVNAL 



> RXA013 93 
MNPIQLDTLL 
EVLVQAARKM 
RLEDEAHTLS 
WAAMPVLRFG 
APMLKAGEVI 



{1-870, translated) 2 
SIIDEGSFEG ASLALSISPS 
VLLQAETKAQ LSGRLAEI PL 
LLRRGDVLGA VTREANPVAG 
PKDVLQDRDL DGRVDGPVGR 
LLDEIPIDTP MYWQRWRLES 



90 residues 
AVSQRVKALE 
TIAINADSLS 
CEVVELGTMR 
RRVSIVPSAE 
RSLARLTDAV 



HHVGRVLVSR TQPAKATEAG 

TWFPPVFNEV ASWGGATLTL 

HLAIATPSLR DAYMVDGKLD 

GFGEAIRRGL GWGLLPETQA 
VDAAIEGLRP 



> RXA01394 (1-699, translated) 233 residues 

MEI FITGLLL GASLLLSIGP QNVLVIKQGI KREGLIAVLL VCLISDVFLF IAGTLGVDLL 

SNAAPIVLDI MRWGGIAYLL WFAVMAAKDA MTNKVEAPQI IEETEPTVPD DTPLGGSAVA 

TDTRNRVRVE VSVDKQRVWV KPMLMAI VLT WLNPNAYLDA FVFIGGVGAQ YGDTGRWI FA 

AGAFAAS L I W FPLVGFGAAA LSRPLSSPKV WRWINVVVAV VMTALAI KLM LMG 

> RXA01416 (1-630, translated) 210 residues 

AGASENVVNR VKDGAPAPTE KIVSDGLEAA KPFIDILCRA QEGLAQRVGN AAKEFPLFPP 

YTDEVYSAVE RKVSKKLASL LTLKAKQERD DATNAYMEEI EAELLPKFEA SYSSAAEASK 

E I RAG YNAVM KAIVRRMILT DHFRI DGRGV TD1RDLAVEV ELI PRAHGSS LFERGETQIL 

GVTTLDMLKM EQQIDSLAPG DAKRYMHHYN 



> RXA01442 
MYIPESIGTP 
VI DMTDAAQV 
IRKLAAEELG 
AW D YAMS GAR 
VESWQPMEMT 
TLATQRFSEF 
RIFAKPEAFT 



(1-1224, translated) 4 
LTPNATKVML LGSGELGKEV 
RELVERVRPD FVIPEIEALA 
LPTSNYEFCS TFEEFSAAAE 
VANSRVIVEA FVEFDYEITL 
PRALENARSV AARI TNALGG 
ELHAKAILGL PVDVTLISPG 
KRRMGVAVST AEDVAAARDR 



08 residues 

AIAFQRLGLE VHAVDRYEHA 

TDELVKIEEE GLATIVPTAR 

KLGYPNVVKP VMSSSGKGQS 

LTVRSIDPTT SKPATWFCEP 

RGVFGVELFV SGDDVYFSEV 

ASAVI YGGIE SEGVSYTGLA 

ATLAAAAIKV HPGNSAEA 



PAHQVAHFSY 
AAKLTMNREG 
VLRSSDDLQA 
IGHRQEDGDY 
SPRPHDTGLV 
EALAVAETDL 



> RXA014 4 6 
MAAIVIVGAQ 
SETATPILGN 
GKRAIGTTGR 
VAEEIVQYFL 
NPTAGGASVG 
GRKRRCGWYD 
SEFHHATPIF 
I VLHDVLADN 



(1-1290, t 
WGDEGKGKAT 
GVVINLEALF 
GIGPTYADKV 
SYADRLRPMV 
SGIGPTKITS 
SVIARYASRV 
ETMPAWDEDI 



ranslated) 4 
DILGGLVDYV 
EEIDGLEARG 
SRVGIRVQDI 
IDATLVLNEA 
SLGI IKAYTT 
NGFTDYFLTK 
TDCKTFEDLP 



30 residues 

VKPNGGNNAG 

ADASRLRISA 

FDESILRQKV 

LDQGKHVLME 

RVGAGPFPTE 

LDVLTGIGEI 

QKAQDYVRRL 



HTVVVGGEKY 
NAHLVAPYHQ 
ESALDYKNQV 
GGQATMLDVD 
LFDKWGEYLQ 
PICVAYDVDG 
EELSGARFSY 



ELKLLPAGVL 
VMDRVQERFL 
LVKMYNRKAI 
HGTYPFVTSS 
TVGGEVGVNT 
VRHDEMPLTQ 
IGVGPGRDQT 



> RXA014 83 
MYPYSDADAF 
GDTPRTRLTH 
CGGFEGNAQT 
AY DE DAE I LA 
LAALADKGAA 
GSTIESTKKT 
I FRVFDYLVL 
GFLG 



(1-1272, translated) 4 



RRQPERAKSS 
SLEVAQIARG 
LRILTRLEPK 
WIRQGHEDLR 
AFGGSPAELI 
HAGIDVGRMH 
GAPGSLDPMY 



QLRTSAVDTR 
IGAGLDLDPD 
I VSDEGESFG 
PPIEAQVMDF 
EGAASLRELP 
GDLIIPETAA 
RQWFIEADSE 



24 residues 
SAFARDRARV LHSAALRRLA 
LCDLAGLCHD IGHPPYGHNG 
LNLSRAALDA ACKYPWAKTN 
SDDIAYSVHD VEDGIVSGRI 
VVAAAADFDF SLRSYAALKA 
SEVKLLKTLA VLYVMDDPGH 
SEQIRVIVDQ IASMTESRLE 



DKTQVVGPND 
ENALNEVAAA 
ADGSVNKKYS 
DLKVLWDLVE 
MTSELVGRYV 
LARQNRQRDR 
RLARNAADIS 



> RXA01486 (1-657, translated) 219 residues 

MSDVKDFEDT EFGLIEAVAT IDNGDFGTRT IRFETGQLAR QADGAVTTYL DDDTMLLATT 
TASNQPREGF DFFPLTVDVE ERMYAAGRIP GSFFRREGRP STEAILACRL IDRPLRPTFV 
KGLRNEVQIV VTVMSMNPED YYDVVAINGA SAATRISGLP VSGAVGGVRM ALVGDEKHPE 
GQWVAFPTHA QHEQSVFEIV VAGRLVERKR GNKTFSDVA 



> RXA01489 (1-1023, translated) 341 residues 

VDIWSGLDSV PADLQGSVVT IGVFDGLHRG HQSLIGEAKK QAEELGVPCV MVTFDPHPIA 

VFLPGKEPTR LAPLDYRLNL AAECGVDAAL VIDFTKELAG LSAEEYFTTM IVDTLHARSV 

VVGENFTFGV NGAGTESTMR ELGQKFGVNV TIAPLLHDDD QRICSTLVRD YLDQGEVERA 
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NWALGRRYAV RGEVVRGAGR GGKELGYPTA NLYLPTSVAL PADGVYAGWF TITDDREIDK 

EISRDI DGTM VPGVRYQTAI SVGTNPTFGD ERRSVEAFIL DQEADLYGHH VMVEFVGHLR 

DMVKFNGVDE LLDAMARDVT NARDILAKDK LLLDADTQPS A 

> RXA01491 (1-651, translated) 217 residues 

MLDESLFPNS AKFSFIKTGD AVNLDHFHQL HPLEKALVAH SVDIRKAEFG DARWCAHQAL 

QALGRDSGDP ILRGERGMPL WPSSVSGSLT HTDGFRAAVV APRLLVRSMG LDAEPAEPLP 

KDVLGSIARV GEIPQLKRLE EQGVHCADRL LFCAKEATYK AWFPLTHRWL GFEQAEIDLR 

DDGTFVSYLL VRPTPVPFIS GKWVLRDGYV IAATAVT 

> RXA01508 (1-1539, translated) 513 residues 

MSDLGPIWRW LLLVSVSICA ASGLVYELAL VSLSTSLNGG GIVETSLIVA GYVAALGLGA 

LLVKPFLNWP AQTFLGVETL LGLIGGCSAL VLYFTFATIG QSLWILVIAT AAIGILVGAE 

LPLLMTMIQQ GRLADAKTTG SLVATLNAAD YLGALLGGLA WPFVLLPWLG MMRGAAAAGM 

INLVAALFVG CVLLRHLLPR THFFVSVVAL LLAIAALATV LVKSDGIVAT ARAQLYRDPV 

IYSHQSDYQD IVVTERGKDR RLYLNGGLQY STRDQHRYTE SLVYPSLNPE AESVLI IGGG 

DGLAARELLR FPSMQITQVE LDPEVIEVAN TVLRSDNGGA MEDPRVSIIV DDAFTWLRSG 

GNNGETYDSI I IDLPDPNND TMARLYSEEF YTLARARLNE QGRMVVQSSS AYTTPDVFWR 

VGATLKSAGC EQVIPYHVHV PTFGDWGFQL CGPADMELEL REDTPPLTFL NDEVLVAAGV 

FGLDNQPREL EPSTLDHPRV VEDLRKGYRE SGD 

> RXA01512 (1-600, translated) 200 residues 

MSNNVEMADH KDLNVPANPY GTDIESVLIS EEKLKQRIAE MAKRVSEEFK DAEEDLILVC 

VLKGAFYFLA DFSRMLDIPT QSEFMAVSSY GNSTSSSGVV RILKDLDKEI EGRDVLIVED 

IIDSGLTLSW LMRNLKNRNP KSLNVITLLR KPERLTTNID MFDIGFDIPN EFVVGYGLDF 

AERYRDLPYV GTLEPHVYSD 

> RXA01514 (1-588, translated) 196 residues 

VDNHAAVREF DEERATAAIR ELLIAVGEDP DREGLLETPA RVARAYKETF AGLHEDPTTV 

LEKTFSEGHE ELVLVREIPI YSMCEHHLVP FFGVAHIGYI PGKSGKVTGL SKLARLADMF 

AKRPQVQERL TSQIADALVE KLDAQAVAVV IEAEHLCMAM RGIRKPGAVT TTSAVRGGFK 

NNAASRAEVF SLIRGH 

> RXA01515 (1-852, translated) 284 residues 

MNVSSLTIPG RCLVMGIVNV TEDSFSDGGK YIDVDQAIAH AKELVAAGAD MI DVGGESTR 

PGAVRVDASV ERDRVVPVIK ALHDAGIHTS VDTMRASVAQ AAAGAGVSMI NDVSGGLADP 

EMFSVMAEAQ IPVCLMHWRT LQFGDAAGQA DHGGDVVADV HAVLDDLVAR ATAAGVAENQ 

IVLDPGLGFA KSREDNWRLL QALPEFISGP FPILVGASRK RFLAGVRKDR GLDVTPIDAD 

PATAAVTAVS AHMGAWGVRV HDVPVSRDAV DVAALWRSGG THHG 

> RXA01516 (1-390, translated) 130 residues 

MADRIELKGL ECFGHHGVFD FEKEQGQPFI VDVTCWMDFD AAGASDDLSD TVDYGALALL 

VAEIVEGPSR DLIETVATES ADAVMAKFDA LHAVEVTIHK PKAPIPRTFA DVAVVARRSR 
KSMAAGRSNA 

> RXA01517 (1-477, translated) 159 residues 

MHAVLSIGSN MDDRYALLNT VIEEFKDEI V AQSAIYSTPP WGIEDQDEFL NAVLVVEVEE 

TPIELLRRGQ KLEEAAERVR VRKWGPRTLD VDIVQIIKDG EEILSEDPEL TLPHPWAWQR 

AFVLI PWLEA EPDAVLHGTT IAEHVDNLDP TDIEGVTKI 

> RXA01521 (1-798, translated) 266 residues 

LSFTHGQGRV FDTVEQIRMF GSALRKTGKP VVLVPLGNGL HAGHIALIRA AKRIPGAVVV 

VAYAGPESDH ARLREELI DA I FPFNPETLW PHGIRVEVTG GPTLTPQGAE VTKVLGLLGI 

TGATDVVLGE KDYELVVLVQ RALNDLHIPV KLHSVPTVRM PDGLAISLRN ISVPEDSRET 

ALSLAAALTA GAHSAEHGEA VVKETVTQVL KAAGVTPDYV EIRGLDLGPA PEIGDARLFA 

AITLGDVQLH DNVGLPLGIG FKNIEG 

> RXA01528 (1-528, translated) 176 residues 

VNQAWQQSRL VTSDETSAGG LVVSGLAEAV NANNEVDLSK I YVALIGRLD RRGRLLWSMP 

KGHVEPGEDK AATAEREVWE ETGIHGEVFT ELGVI DYWFV SEGKRIHKTV HHHLLRYVDG 

DLNDEDPEVT EVAWIPANQL IEHLAFADER KLARQAHDLL PEFALKEKAE GRSTPR 



Appendix B, page 20 



Attorne)^Mcet No.: BGI-121CP 



> RXA01551 (1-1875, translated) 625 residues 

LKAVPTGARA RAEIALIAAR APFEPVRLAP AKEERNGAMT PTQNEIHPKH SYSPIRKDGL 

EVPETEIRLD DSPSGPNEPF RIYRTRGPET NPKQGLPRLR ESWITARGDV ATYQGRERLL 

IDDGRSAMRR GQASAEWKGQ KPAPLKALPG KRVTQMAYAR AGVITREMEF VALREHVDAE 

FVRSEVARGR AIIPNNVNHP ESEPMIIGRK FLTKINANIG NSAVTSSIEE EVSKLQWATR 

WGADTVMDLS TGDDIHTTRE WIIRNSPVPI GTVPI YQALE KVNGVAADLN WEVFRDTI IE 

QCEQGVDYMT IHAGVLLAYI PLTTRRVTGI VSRGGSIMAG WCLAHHRESF LYEHFDELCE 

IFAQYDVAFS LGDGLRPGSL ADANDAAQFA ELKTIGELTQ RAWEYDVQVM VEGPGHVPLN 

MIQENNELEQ KWAADAPFYT LGPLVTDIAP GYDHITSAIG AAHIAMGGTA MLCYVTPKEH 

LGLPNRDDVK TGVITYKLAA HAADVAKGHP GARAWDDAMS KARFEFRWND QFALSLDPDT 

AIAYHDETLP AEPAKTAHFC SMCGPKFCSM RISQDIRDMF GDQIAELGMP GVGDSSSAVA 

SSGAREGMAE KSREFIAGGA EVYRR 



> RXA01561 
MLTLNDVITA 
ENGLLDPTVG 
GSEYAEAFEA 
LYAGIAAVVA 
IATAHPPIGV 
CGANTDLTTL 



(1-930, translated) 3 
QQRTAPHVRR TPLFEADPI D 
IVAASGGNAG LAN A FAAAS L 
AQTFESETGA LFCHAYDQPD 
AHDIKVVAVE PSKIPTLHNS 
LVDDEAI IAA RRHLWDNYRI 



10 residues 
GTQIWIKAEF 
SVPATVLVPE 
IAAGAGVIGL 
LIAGQPVDVN 
PAEHGAAAAL 



LQKCGVFKTR 
TAPQVKVDRL 
EIVEDLPDVD 
VSGIAADSLG 
ASLTSGAYKP 



GAFNRQLAAS 
KQYGATVQQI 
TIVVAVGGGG 
ARQIGREAFD 
AADEKVAVIV 



> RXA01599 (1-1662, translated) 554 residues 

MTSSRKVRPT KHI FVTGGVV SSLGKGLTAA SLGQLLIARG LSVTMQKLDP YLNVDPGTMN 
PFEHGEVFVT EDGAETDLDL GHYERFLDRN LGLNANVTTG KVYSTVIAKE RRGEYLGKTV 
QVIPHITDEI KARILSMGEP DAHGNAPDVV ISEVGGTVGD IESQPFLEAA RQVRHEIGRE 
NCFFIHCSLV PYLATSGELK TKPTQHSVAE LRGIGILPDA LVLRCDREVP QGLKDKIAMM 
CDVDYEGVVS CPDSSSIYNI PDVLYREHLD TFI IRRLGLP FRDVDWSTWH DLLERVNNPR 
HELTVGIVGK YIDLPDAYLS VVEAVRAAGY ANWTRTNIKW ITSDDCETPS GAMKALSGLD 
AIVVPGGFGI RGIEGKIGAI TFAREHKI PL LGLCLGLQCT VIEAARQAGL EQASSTEFDP 
AATQPVIATM EEQKAAVSGE ADLGGTMRLG AY PATLEEGS LVAELYGTTE VSERHRHRYE 
VNNAYRAQIA EGSDLVFSGT SPDGHLVEFV EYPKEVHPYL VATQAHPEYK SRPTHAHPLF 
YGLVKTALEL RVHP 



> RXA01617 (1-615, translated) 205 residues 

ANQIEAATAA HDLDVVKIGM LGTPATI DTV ATALEENSFK HVVLDPVLIC KGQEPGAALD 
TDTALRAKVL PQATVVTPNN FEATTLSGLD KLETIDDLKE AARLIHEQGP QYVVVKGGID 
FPGDNAVDVL FDGTDYHVFS EPKIGDERVS GAGCTFAAVI TAELAKGNSA VDAVTTAKRV 
VTRAVKDAVA SNAPFTSVWL AEDNK 



> RXA01657 (1-501, translated) 167 residues 

VIVGVLALQG GVEEHLTALE ALGATTRKVR VPKDLDGLEG IVIPGGESTV LDKLARTFDV 

VEPLANLIRD GLPVFATCAG LI YLAKHLDN PARGQQTLAV VDVVVRRNAF GAQRESFDTT 

VDVSFDGATF PGVQASFIRA PIVTAFGPTV EAIAALNGGE VVGVRQG 



> RXA01660 (1-552, translated) 184 residues 

MSSNSINAEA RAELAELIKE LAVVHGEVTL SSGKKADYYI DVRRATLHAR ASRLIGQLLR 
EATADWDYDA VGGLTLGADP VATAIMHADG RDINAFVVRK EAKKHGMQRR IEGPDLTGKK 
VLVVEDTTTT GNSPLTAVAA LREAGIEVVG VAT WD RAT G ADEVIAAEGL PYRSLLGLSD 
LGLN 



> RXA01678 (1-528, translated) 176 residues 

MLKCAVDEAA GGRAQAFVSS GDNIGGSPFQ SSILGDEPTL EALNQMGLDY SAVGNHEFDK 

GYADLSSRVA DLADFDYLGA NVEGENPDLA PYGISHLDGV KVAFVGTVSQ ETPMLVNSEG 

IEGITFTDPL EATNRVADEL VGSGAADVVV ALYHEGITGT EAWSENIDVV FAGHTH 

> RXA01679 (1-1236, translated) 412 residues 

MQSGNYGHAL ADVDFSFNHD TGELTVDDAR MLGVDDINAC ENPDDTIADI VAQAELDAGE 

AGKEVVATID GDFLRASDEG AESGSNYGAE SQLVNMIASA VRWSMSTNTA TTADIGLMNA 

GGLHTDLFSG DVTYAEAFEI QPFSGEDSFV TLKGSVFKDA LDQQWEEGSA RPVAALGVSD 

NVSYTYDINR PIGDRVTSVT IDDTPLDPER DYVVAASLYL QSGNEGMTAL TRGTAPAQTG 
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IVDVQSTIGY LSNNNVTPRT GQAQISITPS GEFNAGETIT LDMAGLRYTQ GDTATEVTVS 
LREEIVSAPI DPQLGEAGFG EAGTATVSLD IPATLSGTQN LVVTTDTGTR ISMPVEIVGA 
EQPAPQPAGS SVLGTGVLSG LLGI VVGILG MVGLVNWIDP SFIQQIQQQI FA 



> RXA01690 
PDRLKEILAA 
GIKAYRHSDE 
GEASLYLRPF 
GTGDAKFAGN 
VTPELSGSLL 
TPVGTVKSAH 



(1-1053, t 
PKFGKFFTDH 
TIKTFRPDEN 
MISTEIGLGV 
YAASLLAQSQ 
PGITRKSLLQ 
GTFEVNNNEV 



ranslated) 
MVTIDWNESE 
AERMQRSAAR 
SPADAYKFLV 
AAEKGCDQVV 
VARDLGYEVE 
GEITMKLRET 



351 residues 
GWHNAQLVPY 
MAMPQLPTED 
IASPVGAYFT 
WLDAIEHKYI 
ERKITTTEWE 
LTGIQQGNVE 



APIPMDPATT 
FIKALELLVD 
GGIKPVSVWL 
EEMGGMNLGF 
EDAKSGAMTE 
DQNGWLYPLV 



VFHYGQAIFE 
ADQDWVPEYG 
SEDYVRAAPG 
IYRNGDQVKL 
AFACGTAAVI 
G 



> RXA01692 (1-750, translated) 250 residues 

MTISQENQPI IQPVSLIGGG PGAWDLITVR GMNRLQEADV ILADHLGPTD ELEKLCDISS 

KTVVDVSKLP YGRQVTQERT NEMLVEYAQQ GLKVVRLKGG DPYVFGRGFE ELEFLGEHGI 

ECEVIPGVTS AVSVPAAAGI PITNRGVVHS FTVVSGHLPP GHPKSLVDWA ALAKSGGTLS 

I IMGVKNAGA IAQALMDGGL DADTPAAVIQ EGTTDAQRSV RCTLGTLGAV MVEEEIKPPA 
VYV I GQ VAGL 



> RXA01698 
GNTEWDKWTT 
LERSSARETA 
PVRAFGKDAE 
MGIQAIKGVE 
GMKPISTVPR 
DSLSETKSNI 



(1-990, translated) 330 residues 



IMSSDALDME 
ARVAAATVAR 
ESMIAEIEAA 
IGDGFEEARR 
ALKTIDMENG 
DTYLKNIEER 



DPDNVAAMSS 
SFLRETLGVE 
KKAGDTLGGI 
RGSEAHDEVF 
KAATGIHQRS 
MKFEGLEDGA 



GRGAKLTRPR 
VLSHVISIGA 
VEVIVEGLPI 
LDDNGVYRNT 
DVCAVPAAGV 



PGHADYAGML 
SEPYTGAEPT 
GLGSHISGED 
NRAGGLEGGM 
VAEAMVTLVL 



KYGFDDARNV 
FADIQAIDDS 
RLDAQIAAAL 
TNGETLRVRA 
ARAVLQKFGG 



> RXA01699 (1-570, translated) 190 residues 

MERNEVNDQI HLDHQSDDTS ECSCPIVVLV GLPGAGKSTI GRRLARALNT ELVDSDELIE 

RATGKACGAV FSELGEPAFR ELEAIHVAEA LKSSGVVSLG GGSVLTESTR ELLKGQDVVW 

IDVPVEEGIR RTANERSRPV LQAADPAEHY RNLVKVRT PL YEEVATYRLR TNNRSPQQVV 
AAVLHHLEID 

> RXA01712 (1-501, translated) 167 residues 

VKAENYGGVE VSPEIQKQRQ ELGQEAIPPI AVMSGSLNFD VDTRFFLEAE VPPIIITDNS 

DQAKQQRLVD AGAQVIEVET LTAEVGVEKL RSLGYARIDC EGGATLYGQM LAADLVDVWH 

HTIDPTLSGS VERPTVKGGD DAPRRFALEH VFVDDDSTLF LRYKRAK 

> RXA01719 (1-561, translated) 187 residues 

MNI I ILAGGE GKRMGGVDKA AVAVDGRTLL DILLSQLDPE DDVVVVSPAI IDGITTVCEE 
PPLGGPVAGI EAGLNSFEHA HEFTAILAVD APYSAAMLPL LQAQIGKADV AVTLAADGWV 
QPLCALWRSG SLEAVIHSLG ETRNRPAKAL LKQAGHIVEV GGDGTEKDYD TVAELEVLGN 
VTLPKAH 



> RXA01720 (1-1209, translated) 4 

VAQQRSVDDY LSILIDSVAP LPPVKTPILG 

LKEDIHGSGP WTFLVGGDTP AGSAPASINN 

VDHSLPTEIT INELPGERNN IRHAGEHLKE 

PCPRVAVITT GDELNQGNPW GIPNSNGPML 

PAEVADVIIT VGGISAGAFD VVKAVGTKTG 

NPVAAWVSFR LFVVPVIERL GGGKRLASIS 

KRMANSQAHR SHMVGALAGS GGIALVTSSI 



03 residues 
AHPLSHLAED VVATIPIPKF 
GKAIRVMTGG PVPSTNKDMI 
GE I AVAAGTA FDAGTVSTVI 
VAELKRVGIK DPQHFHSDDS 
GFEFFPIAMK PGKPQGHGQW 
ELPVVALRSN RALKAREGPV 
AEDGLVDVVL GRM 



TNSAVDGYAI 
VVPVELTNAP 
SVGHDTVKAH 
ETALRETLDK 
GDAKVVCLPG 
LAIPVAIDWE 



> RXA01746 (1-753, translated) 251 residues 

MTAPRDPFFP ADLSIRASAE PIEIQRLGLI DYQEAWDYQA ELATRRANDE IPDQLLILEH 
PSVYTAGKRT QPEDLPTNGL PVINADRGGR ITWHGPGQLV IYPIIKLADP I DVVDYVRRL 
EEALIQVVGD MGVAGAGRID GRSGVWVPAH DGWVDSKVAA IGIRITRGVA MHGVAINCNN 
TLDFYEHI I P CGIADAGLST LSRELKRDVS VEELVEPSIR ALDDALAGRL VVSDHSFGSA 
PDPTKNLPKR G 



> RXA01747 (1-1044, translated) 348 residues 
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VTIAPEGRRL 
PNIHECWESR 
TGVTRDDLDD 
VETVPRI FKR 
CDIITITQYL 
QAMEFRGEEI 



LRVEARNSET 
EATFLIGGAN 
EGAWLYSEVV 
IRPAFRYERS 
RPGPLFHPIE 
PAHLAHLKDT 



PIETKPRWIR 
CSRRCDFCMI 
RKIHELNPHT 
LDVIRQARDF 
RWVKPEEFLE 
SGGSTAQEAS 



NQVKNGPEYQ 
NSARPEPLDR 
GVENLVPDFS 
GLVTKSNLIL 
HADAAKEMGF 
TLLERYGASE 



DMKERVAGAS 
GEPLRVAESV 
GKKDLLQEVF 
GMGETKEEIT 
AAVMSGPLVR 
DTPVVSFN 



LHTVCQEAGC 
REMQLNYSTI 
ESRPEVFAHN 
EALQDLHDAG 
SSYRAGRLYA 



> RXA01757 (1-801, translated) 267 residues 

MPTASPIYDV VVVGAGISGL IATQLLDRAG LNIKCFEACS RVGGRAVSVQ QSDLFLDLGA 
TWFWLNEPLV QQLVNNLGLG TFPQAIEGDA LFETLVDAPS RLRGNPIDAA SGRFQAGASS 
LALGLAAQLK PGVLELGDPV HSLSEEDGEI VVKSSKQIVR AKHVIIAVPP ALAAELIGFT 
LDLPADVRKA AHPQHIAVMN WAKEKYTLPT QAASAGGFGH ELFQQPLGHG RIHWASTEVA 
TEFGGHLEGA VRAG1QAALQ TGFNLKS 



> RXA01807 {1-792, translated) 264 residues 

MPSAGEEILE QRAQLEFDQR RADVVMIGSQ VVYGSVGLSA 

SSMPRYASSH RQPMSDQWLA DALQDLVDLG IIDEVSTIST 

ETHPHVRIVV DPIMGDSDVG I YVADEIATA ICQDLCPLAT 

LLGPFGEWI I ITSATETVGT TVTRI VTRDS VQEIASATVD 

DFSLI DAASH ASNTVCAGLQ TKAL 



AIPVMHNEGL 
GYFTSASQVR 
GI I PNAFELS 
TTAKGAGDVY 



RVVAVPTVVL 
VVAAWLQKIR 
HMVGSGDPRS 
AAALIAALHK 



> RXA01821 (1-378, translated) 126 residues 

RNSQGKWCPS TRSPKNTSIE DNGDHVVIQA GEETTI VDRV IVTTGSWTSE LVPSIAPLLE 

VRRLVLTWFL PNNPVDFQPE NLPCFIRDRD GFHVFGAPCV DGYSIKIAGL DEWGVPLSLD 
PPMCPR 



> RXA01835 (1-531, translated) 177 residues 

MNTAAWAHRH HVRKGGGIPY VSHLYSVMYL LASVTNDEDV LIAGLLHDTL EDVPEEYNSA 
QLEADFGPRV RELVEELTKQ PLKSWKARAD AYLLHLSAGA SLEAVLISTA DKLHNLMSIL 
DDLEIHGEDL WQRFNAGKEQ QIWWYSEVYQ ISLQRLGFNE LNKQLGLCVE KLLKQSA 



> RXA01850 
MAISVVDLFS 
LLGLVGWEPT 
TTRTYLSVGG 
DNERLIHGDL 
CELGADLDAV 
ART FLY TAG A 
ALEHNLGLTC 
GRDMLTKYKE 



(1-1347, translated) 449 residues 



IGIGPSSSHT 
IVPIDAAPSP 
GFIMTLEDFR 
GTVDAHLDRV 
EWVNLYALAV 
VGIIIKENAS 
DPVGGLVQIP 
TSLGGLATTL 



VGPMRAALTY 
GAPIPAKGSV 
KLDDIGSGVS 
WQIMQECVAQ 
NEENAAGGRV 
ISGAEVGCQG 
CIERNAIAAM 
GFPVSMTEC 



ISEFPSSHVD 
NGPKGTVSYS 
TIHPEAEVPC 
GIATPGILPG 
VTAPTNGAAG 
EVGSASAMAA 
KSINAARLAR 



ITLHGSLAAT 
LTFDPHPLPE 
PFQKSSQLLA 
GLNVQRRAPQ 
I I PAVMHYAR 
AGLCAVLGGS 
IGDGNNRVSL 



GKGHCTDRAV 
HPNAVTFKGS 
YGRDFAEVMK 
VHALISNGDT 
DFLTGFGAEQ 
PQQVENAAEI 
DDVVVTMAAT 



> RXA01878 
MEEPSGAQLL 
PGLGSLTLAL 
AVQPTALVAN 
ASFYGPVTRA 
KTLRAALSGH 



(1-879, translated) 293 .residues 
GPVEIRALAE KLDVTPTKKL GQNFVHDPNT 
VESAASVTAV EIDPRLAAEL PETFQWRAPA 
LPYNVSVPVL LHMMEEFPTI NKVLVMVQAE 
GSIGKNVFWP APKIESGLVK IVREDTAWKQ 
YGSGQAAEEA LRAADIDPTL RGEKLDVTDY 



VRRIVAAAEL TPNDHVVEVG 

LAHKLSI VLK DALKVQQSDM 

VADRLAADPG SKIYGVPSVK 

DDETRKKVWP IIDAAFLQRR 

VRLAGVLQQK DEK 



> RXA01892 (1-729, translated) 243 residues 

VTTSSEQPRT GYKRVMLKLE GEMFGGGKVG VDPDVVDNVA RQIAEVAKTG AEIAVVIGGG 
NFFRGAELQQ RGMDRARSDY MGMLGTVMNC LALQDFLGQH GVECRVQTAI NMAQVAEPYL 
PLRAERHLEK GRVVIFGAGM GMPYFSTDTT AAQRALEIGC DVLLMAKAVD GVYSDDPRTN 
PDAELFTEIT PKEVIEKGLK VADATAFSLC MDNKMPILVF NLLTEGNIAR AISGERIGTL 
VES 



> RXA01894 (1-855, translated) 285 residues 

MPKPKNNAGR DLKAAIAVGI GLGVLVLLGI VLSPWGWYIL VAG FMAAATW EVGSRLKEGG 
YHLPLPIMII GGQAIIWLSW PFGTMGILAS FVATVLVLMY FRIFYNGTEK EARNYLRDTS 
VGIFVLTWIP LFGSFAAMLS LMQNNSIPGT YFILTFMLCV IASDVGGYIA GVFFGSHPMA 
PLVSPKKSWE GFAGSIVLGS VTGALSVHFL LDHHWWMGVI LGCALVVCAT LGDLVESQFK 
RDLGIKDMSN LLPGHGGLMD RLDGMLPAAM VTWLILSVIS SSYPS 
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> RXA01920 (1-414, translated) 138 residues 

ADVIRLIIRD EAVHGYYIGY KYQKAVAKET PERQEELKEY TFDLLYDLYD NETQYSEDLY 

DDLGWTEDVK RFLRYNANKA LNNLGYEGLF PADETKVSPN ILSALSPNAD ENHDFFSGSG 

SSYVIGKAEN TEDDDWDF 

> RXA01928 (1-837, translated) 279 residues 

MQVATTKQAL IDALLHHKSV GLVPTMGALH SGHASLVKAA RAENDTVVAS IFVNPLQFEA 

LGDCDDYRNY PRQLDADLAL LEEAGVDIVF APDVEEMYPG GLPLVWARTG SIGTKLEGAS 

RPGHFDGVAT VVAKLFNLVR PDRAYFGQKD AQQVAVIRRL VADLDIPVEI RPVPIIRGAD 

GLAESSRNQR LSADQRAQAL VLPQVLSGLQ RRKAAGEALD IQGARDTLAS ADGVRLDHLE 

IVDPATLEPL EIDGLLTQPA LVVGAIFVGP VRLI DNIEL 

> RXA01929 (1-807, translated) 269 residues 

MSGI DAKKIR TRHFREAKVN GQKVSVLTSY DALSARI FDE AGVDMLLVGD SAANVVLGRD 

TTLS ITLDEM I VLAKAVTIA TKRALVVVDL PFGTYEVSPN QAVESAIRVM RETGAAAVKI 

EGGVEIAQTI RRIVDAGIPV VGHIGYTPQS EHSLGGHVVQ GRGASSGKLI ADARALEQAG 

AFAVVLEMVP AEAAREVTED LSITTIGIGA GNGTDGQVLV WQDAFGLNRG KKPRFVREYA 

TLGDSLHDAA QAYIADIHAG TFPGEAESF 

> RXA01940 (1-579, translated) 193 residues 

RVTLVSTGPL TNIALAVRKE PRIAERVKEV VLMGGGYHVG NWTAVAEFNI KIDPEAAHIV 

FNEKWPLTMV GLDLTHQALA TPEIEAKFNE LGTDVADFVV ALFDAFRKNY QDAQGFDNPP 

VHDPCAVAYL VDPTVFTTRK APLDVELYGA LTTGMTVADF RAPAPADCTT QVAVDLDFDK 

FWNMVIDAVK RIG 



> RXA0197 0 
PEPVRIAIAE 
KSLPVVGEVA 
SGEFVRKEGD 
IDRQPGLGQV 
AVGGAGSAGV 
TFVRPVVRMS 
TGAPSHLLAG 



(1-1206, t 
ALGLMCAEEV 
AGSQQPLRLQ 
DIQPGDIAVS 
YDVNSYSLAA 
RQVLNELGDI 
LGKSNAARRV 
LSEANGMIRI 



ranslated) 4 
QASRALPGFA 
PKQAVMVHTG 
AGAVLGPAQI 
AGREAGADVY 
DTERVAMHPG 
VRARALNHVV 
PEDVTEIRPG 



02 residues 
QAAIDGYAVR AVDVGGEKSF 
APLPMLADAV LPMAWSDRGR 
GLLAAVGRSK VLVYPRPRMS 
RYGIAAGEPR RIKEIIESQM 
SVQGFGLLGE NKIPCFLLPS 
SVAGRKGFIR SRLMRDAETQ 
DVVDVIFLAQ GR 



SQQLPVAPPE 
KRVTAQRPVR 
VISVGAELVD 
LRSEIIVITG 
NPVASLVIFE 
DYLVEALGGA 



> RXA02022 (1-1107, translated) 369 residues 

VNSELKPGLD LLGDPIVLTQ RLVDIPSPSG QEKQIADEIE DALRNLNLPG VEVFRFNNNV 
LARTNRGLAS RVMLAGHIDT VPIADNLPSR VEDGIMYGCG TVDMKSGLAV YLHTFATLAT 
STELKHDLTL IAYECEEVAD HLNGLGHIRD EHPEWLAADL ALLGEPTGGW IEAGCQGNLR 
IKVTAHGVRA HSARSWLGDN AMHKLSPIIS KVAAYKAAEV NIDGLTYREG LNIVFCESGV 
ANNVI PDLAW MNLNFRFAPN RDLNEAIEHV VETLELDGQD GIEWAVEDGA GGALPGLGQQ 
VTSGLIDAVG REKIRAKFGW TDVSRFSAMG IPALNFGAGD PSFAHKRDEQ CPVEQITDVA 
AILKQYLSE 

> RXA02024 (1-759, translated) 253 residues 

MSSLPVIMAI VNRTPDSFYD KGATFEDTAA LNRAAEVIEQ GAGIVDIGGV KAGPGDFVSA 
EEEIDRVVPI IAAVRERFPD IDISVDTWRA SVADVAVAHG ATLINDTWAG HDHELVQVAG 
QHKVGYVCSH TGGVI PRTRP YRVHFDDIVA DVITETTKLA EQAVRAGVPE ERVFI DPTHD 
FGKNTFHGLE LLRRIDEVVA TGWPVLMALS NKDFIGETLE RGVDKRVAGT LAATAWAAAR 
GVAAFRVHEV AET 

> RXA02027 (1-495, translated) 165 residues 

MSQTKQELRT KLREARTNMD EASRTRENAA IIANVSYYIR SKQPKRIAAY VPVRTEPGGR 
LLLDALHAET SALILPVSLE DRRLDWALYE GPTSLVPGAF GIQEPGGTRL GPEALNFCDL 
VIAPALACTP SGIRLGKGGG FYDRALATGV KADVITLLFN GEIRD 



> RXA02031 (1-474, translated) 158 residues 

MTEEREILTY EMFGTAMREL AQEI IDDYQP DCVLSIARGG LLIGGALGYA LGIKNVSVIN 

VEFYTDIGEH LEEPMMLPPT PKAVDLSGMR VLVADDVADT GKTLELVRDF LGDQVVEVRT 

AVIYHKPNSV FKPEYVWRET DKWINFPWST LPPVEPSK 
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> RXA02072 (1-1341, translated) 447 residues 

MTVDEQVSNY YDMLLKRNAG EPEFHQAVAE VLESLKIVLE KDPHYADYGL IQRLCEPERQ 

LIFRVPWVDD QGQVHVNRGF RVQFNSALGP YKGGLRFHPS VNLGIVKFLG FEQIFKNSLT 

GLPIGGGKGG SDFDPKGKSD LEIMRFCQSF MTELHRHIGE YRDVPAGNIG VGGHEIGYLF 

GHYRRMANQH ESGVLTGKGL TWGGSLVRTE ATGYGCVYFV SEMIKAKGES ISGQKIIVSG 

SGNVATYAIE KAQELGATVI GFSDSSGWVH TPNGVDVAKL REIKEVRRAR VSVYADEVEG 

ATYHTDGSIW DLKCDIALPC ATQNELNGEN AKTLADNGCR FVAEGANMPS TPEAVEVFRE 

RDIRFGPGKA ANAGGVATSA LEMQQNASRD SWSFEYTDER LQVIMKNIFK TCAETAAEYG 
HENDYVVGAN IAGFKKVADA MLAQGVI 



> RXA02085 
MTSNFSSTVA 
FAGRS YYDAM 
FDTNYHYLVP 
PLDHLPALFE 
YFGSGDQALN 
AS LKRLAARG 
IDAAAFDAAS 
FPQTPSIRSA 
FSELLDGFLS 
GPVTILAWSF 



(1-1800, t 
GLPRIGAKRE 
LDTAAILGVL 
ELSADTRFVL 
VYERLIKSFD 
TLAGIGLGAI 
PIAVSTSCSL 
AAIASRRTSP 
RARLRKESIT 
TANGWVQSYG 
VRDDQPLATT 



ranslated) 
LKFALEGYWN 
PERFDDIADH 
DASALIEDLR 
TEWVQIDEPA 
GVDLVTHGVT 
LHVPYTLEAE 
RTAPITQELP 
LEQYEEAMRE 
SRCVRPPVLF 
ADQVALALRD 



600 residues 
GSIEGRELAQ 
ENDGLPLWID 
CQQVRGVNAR 
LVTDVAPEVL 
ELAAWKGEEL 
NIEPEVRDWL 
GRSRGSFDTR 
EIDLVIAKQE 
GNVSRPAPMT 
EINDLIEAGA 



TARQLVNTAS 
RYFGAARGTE 
PVLVGPLTFL 
EQVRAGYTTL 
LVAGIVDGRN 
AFGSEKITEV 
VTLQEKSLEL 
ELGLDVLVHG 
VKWFQYAQSL 
KIIQVDEPAI 



DSLSGLDSVP 
TLPAQAMTKW 
SLARTTDGSN 
AKRDGVFVNT 
IWRTDLCAAL 
KLLADALAGN 
PALPTTTIGS 
EPERNDMVQY 
TQKHVKGMLT 
RELLPATRRR 



> RXA02086 (1-480, translated) 160 residues 

MSLRFVNCCP LRDVDKPAYL QWSVDSFRLA TAGAPDDVQI HTHMCYSEFN EVISSVIALD 

ADVTTIEAAR SDMQVLAALK SSGFELGVGP GVWDIHSPRV PSAQKVDGLL EAALQSVDPR 

QLWVNPDCGL KTRGWPEVEA SLKVLVESAK QAREKIGATI 



> RXA02093 (1-804, translated) 268 residues 

MVNYVDRETT LCISLAARPS NHGVRFHNWL YAELGLNYLY KAVAPADITA AVAGIRGLNI 

RGAGVSMPYK SDVIPLIDEL HPSAERIRSV NTIVNNDGHL VGYNTDYTAV YHLLEEHRVN 

PNARVAIKGS GGMANAVVAA LAEYGLSGTV VARNHTTGSA LASRYGWEYS ATVPEDAKIL 

VNVTPMGMNG PDQDVVSFGE DEVDRADVI F DCVAFPVETP LIKLAKEKGK QTIDGGEVAA 

LQAAEQFHLY TGVLPTNDQI IAAEEFSK 



> RXA02106 (1-1056, translated) 352 residues 

MNNHFELKVP GGKLVVVDVT TDLDSIADVK ISGDFFLEPD EAFFALGRAL QGASVGDNTD 
RLQAKLDAAL AEYDDVELHG FSTADIALAV RRAVTGAQDF TDYEWEILHP GVLPTPLNVA 
LDELLLDQVA SGQRGPTMRI WDWDDRATVI GSFQSYVNEI NQEGVNEHGV TVVRRMSGGG 
AMFMEGGNCI TYSLYAPESL VAGLSYEQSY EYLDRWVIAA LKTHDVDAWY VPINDITSTG 
GKIGGAAQKR RSGAVLHHVT MSYDIDADMM TQVLRIGKVK ISDKGLRSAK KRVDPLRRQT 
GASREQIIDT LKSTFSARYG AQEVELSDED FAAGHDLVKT KYATEEWTKR VQ 

> RXA02111 (1-1284, translated) 428 residues 

MTTSITPSVN LALKNANSCN SELKDGPWFL DQPGMPDVYG PGASQNDPIP AHAPRQQVLP 

EEYQRASDDE LHRRIREAKD TLGDKVVILG HFYQRDEVIQ HADFVGDSFQ LARAAKTRPE 

AEAI VFCGVH FMAETADLLS TDEQSVILPN LAAGCSMADM ADLDSVEDCW EQLTSI YGDD 

TLI PVTYMNS SAALKGFVGE HGGIVCTSSN ARSVLEWAFE RGQRVLFFPD QHLGRNTAKA 

MGIGIDQMPL WNPNKPLGGN TVSELENAKV LLWHGFCSVH KRFTVEQINK ARAEYPDVHV 

IVHPESPMPV VDAADSSGST DFIVKAIQAA PAGSTFAIGT EINLVQRLAA QYPQHTIFCL 

DPVICPCSTM YRIHPGYLAW ALEELVAGNV INQISVSESV AAPARVALER MLSVVPAAPV 
TPSSSKDA 



> RXA02112 (1-837, translated) 279 residues 

MTTHIDRIVG AALSEDAPWG DITSDTFIPG SAQLSAKVVA REPGVFSGQA LLDASFRLVD 
PRINASLKVA DGDSFETGDI LGTITGSARS ILRSER1ALN FIQRTSGIAT LTSCYVAEVK 
GTKARI VDTR KTTPGLRI IE RQAVRDGGGF NHRATLSDAV MVKDNHLAAI ASQGLSITEA 
LSNMKAKLPH TTHVEVEVDH IEQIEPVLAA GVDTIMLDNF TIDQLIEGVD LIGGRALVEA 
SGGVNLNTAG KIASTGVDVI SVGALTHSVH ALDLGLDIF 



> RXA02134 (1-921, translated) 307 residues 

MSGKAGFTPE DPEDSDNRHG NPLFEGIFTA LNWMTVLPVP GASVFDRTTG ARVMASLPFV 
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GFVFGMFTAI IMWAIGPISG 

APPRAREILA DPRTGLFGLA 

LKNHNAFSPT GFGALVIGTV 

FPAAINPAWL GGWVAITAVV 
VVANAMV 



VIHVDGLLVA VLIVAFWELL 
TAMLSVLLQV AAVASLVDST 
KFWWIALWLL VTAALAFWCA 
ACVFAALFSR RLSRSFGGLN 



NRFMHLDGLA DVSDALGSYA 
VWWMICFIPV LGRIAGQVTA 
ELISPLSPLT SVNTPFVAGP 
GDCIGACIHL GASISAVMFA 



> RXA02135 
MVPAELFARV 
KIVVFAGDHG 
WGDERVSRSC 
ALVGTFTLAE 
AMAAFIAQAA 
LDPILELGMS 



(1-1074, t 
EFPDHKILAQ 
VATKGVSAYP 
GSI DVEDAMT 
PVVVVGRGTG 
VRRTPVLLDG 
LGEGSGAATA 



ranslated) 3 
TKDFHDSLTK 
SSVSLQMAEN 
QEQVERALKI 
IDDEAWKLKV 
VVVTAAALLA 
LPLVKIAVDL 



58 residues 

PPGSLGKLEQ 

ITNGGAAINV 

GKRIADQEVD 

SAIRDAMFRA 

NKLAPGARRW 

MNDMSTFSSA 



IGCFISACQG 
IARTTGTSVR 
AGADILIPGD 
RDLRQDPIAI 
FIAGHRSTEP 
GVDGPLNASS 



QIPPRPLNNS 
LIDTSLDHEA 
LGIGNTTTAA 
ARKISSPDLA 
AHSVALNALA 
EAPEQNTE 



> RXA02136 (1-522, translated) 174 residues 

MRTLVLGGAR SGKSAFAESL VGSGPVLYVA TARPSGDDPE FAERIAVHAE RRPTSWVLDE 
EGDVDKLLAS PPAMPVLVDD LGTWLTHATD ACDGWEASSA QLEAKMDLLI DAILHFQGED 
LVIVSPEVGM GIVPEYKSGR LFRDRIGTLN QRVAAICERV VFVVAGLPLE LKTF 



> RXA02139 
MRHRGPDDAG 
LRKELSDLGY 
IKPLFYATTE 
RLESGCTATV 
VGSFLFGGID 
PEEYANAIPK 
LSLAPFEKIP 
I PWAKREWDH 
PFLDKEVFKV 
ELFGWAQDTI 
DPQIEDRSYP 



(1-1839, t 
TWHDADAAFG 
AFNTSGDGEP 
HGTVFSSEKK 
RPGGKLEQKR 
STAIAALAKR 
IMWYLDDPVA 
SPLRKGLGKL 
REVTAPI YAQ 
AETIPYDLKI 
KESGTEDI FN 
VEL 



ranslated) 
FNRLSI IDIA 
I VVGFHHWGE 
TILEMAEEMN 
YFKPQFPVQK 
HNPDLLTFTT 
DPSLVPLYFV 
SKVLPDGMKG 
SRNFDPVARM 
ANGTTKYALR 
KQAVLDMLNE 



613 residues 
HSHQPLRWGP 
SVVEHLRGMF 
LDLGLDKRTI 
VVKGKEQDLF 
GFEREGYSEV 
AAEARKHVKV 
KSLLERGSMT 
QHLDLFTWMR 
RALEQIVPPH 
HRDGVSDHSR 



ADEPDRYAMT 
GIAIWDTKEK 
EHYVDLQYVP 
DRIAQVLEDS 
DVAAESAAAI 
VLSGEGADEL 
MEERYYGNAR 
GDILVKADKI 
VLHRKKLGFP 
RLWTVLSFMV 



FNGEI YNYVE 
SLFLARDQFG 
EPDTLHAQIS 
VEKHMRADVT 
GAEHIVKIVS 
FGGYTI YKEP 
SFNFEQMQRV 
NMANSLELRV 
VPMRHWLAGD 
WHGI FVENRI 



> RXA02153 (1-780, translated) 260 residues 

MIMHNVYGVT MTIKVAIAGA SGYAGGEILR LLLGHPAYAS GELEIGALTA ASTAGSTLGE 

LMPHI PQLAD RVIQDTTAET LAGHDVVFLG LPHGFSAEIA LQLGPDVTVI DCAADFRLQN 

AADWEKFYGS EHQGTWPYGI PEMPGHREAL RGAKRVAVPG CFPTGATLAL LPAVQAGL1E 

PDVSVVSITG VSGAGKKASV ALLGSETMGS LKAYNTSGKH RHTPEIAQNL GEVSDKPVKV 

SFTPVLAPLP REFSPLQPHL 



> RXA02154 (1-291, translated) 97 residues 

LKEGVTAEQA RAVYEEFYAQ ETFVHVLPEG AQPQTQAVLG SNMCHVQVEI DEEAGKVLVT 
SAIDNLTKGT AGAAVQCMNL SVGFDEAAGL PQVGVAP 



> RXA02155 
MAEKGITAPK 
NVADGQIRAV 
MDKLNAGIDQ 
LATMLVCLTT 
DELNDAVYAA 
GSDPNWGRVL 
GTSGEGQATV 



(1-1164, t 
GFVASATTAG 
LYNAGNANAC 
LTAEGALGDN 
DASVTQEIVLAQ 
CSDIAAKLQA 
AAVGMADADM 
RTTDLSFSYV 



ranslated) 3 
IKASGNPDMA 
NGLQGEKDAR 
GAAAAKAIMT 
IALANATAVT 
DAEGVTKRVA 
EPEKISVFFN 
EINSAYSS 



88 residues 
LVVNQGPEFS 
ESVSHLAQNL 
TDTVDKETVV 
FDTLDIDGST 
VTVVGTTNNE 
GQAVCLDSTG 



AAAVFTRNRV 
GLEDSDIGVC 
FADGWTVGGM 
STNDTVFLLA 
QAINAARTVA 
APGAREVDLS 



FAAPVKVSRE 
STGLIGELLP 
GKGVGMMAPS 
SGASGITPTQ 
RDNLFKCAMF 
GADIDVRIDL 



> RXA02156 (1-951, translated) 317 residues 

MNDLIKDLGS EVRANVLAEA LPWLQHFRDK IVVVKYGGNA MVDDDLKAAF AADMVFLRTV 

GAKPVVVHGG GPQISEMLNR VGLQGEFKGG FRVTTPEVMD IVRMVLFGQV GRDLVGLINS 

HGPYAVGTSG EDAGLFTAQK RMVNIDGVPT DIGLVGDIIN VDASSLMDII EAGRIPVVST 

IAPGEDGQIY NINADTAAGA LAAAI GAERL LVLTNVEGLY TDWPDKSSLV SKIKATELEA 

ILPGLDSGMI PKMESCLNAV RGGVSAAHVI DGRIAHSVLL ELLTMGGIGT MVLPDVFDRE 

NYPEGTVFRK DDKDGEL 



> RXA02157 {1-1173, translated) 391 residues 
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MSTLETWPQV 
VTNQIGQLGH 
ARLTGRSRIL 
NPTDVAAIFL 
HDGVVPDVVT 
DDAFCAEVAR 
PADNI IRLTP 



IINTYGTPPV 
VSNLFASRPV 
AAVHGFHGRT 
EPIQGETGVV 
MAKGLGGGLP 
KGELFKELLA 
PLVITDEEIA 



ELVSGKGATV 
VEVAEELIKR 
MGSLALTGQP 
PAPEGFLKAV 
IGACLATGRA 
KVDGVVDVRG 
DAVKAIAETI 



TDDQGNVYID 
FSLDDATLAA 
DKREAFLPMP 
RELCDEYGIL 
AELMTPGKHG 
RGLMLGVVLE 
A 



LLAGIAVNAL 
QTRVFFCNSG 
SGVEFYPYGD 
MITDEVQTGV 
TTFGGNPVAC 
RDVAKQAVLD 



GHAHPAI IEA 
AEANEAAFKI 
TDYLRKMVET 
GRTGDFFAHQ 
AAAKAVLSVV 
GFKHGVILNA 



> RXA02158 (1-957, translated) 319 residues 

MTSQPQVRHF LADDDLTPAE QAEVLTLAAK LKAAPFSERP LEGPKSVAVL FDKTSTRTRF 

SFDAGIAHLG GHAIVVDSGS SQMGKGESLQ DTAAVLSRYV EAI VWRTYAH SNFHAMAETS 

TVPLVNSLSD DLHPCQILAD LQTIVENLSP EEGPAGLKGK KAVYLGDGDN NMANSYMIGF 

ATAGMDISII APEGFQPRAE FVERAEKRGQ ETGAKVVVTD SLDEVAGADV VITDTWVSMG 

MENDGI DRTT PFVPYQVNDE VMAKAN DG A I FLHCLPAYRG KEVAASVIDG PASKVFDEAE 

NRLHAQKALL VWLLANQPR 

> RXA02159 (1-513, translated) 171 residues 

MSLGSTPSTP ENLNPVTRTA RQALILQILD KQKVTSQVQL SELLLDEGID ITQATLSRDL 

DELGARKVRP DGGRAYYAVG PVDSIAREDL RGPSEKLRRM LDELLVSTDH SGNIAMLRTP 

PGAAQYLASF IDRVGLKEVV GTIAGDDTVF VLARDPLTGK ELGELLSGRT T 



> RXA02160 (1-1203, translated) 401 residues 

MTNRIVLAYS GGLDTTVAIP YLKKMIDGEV IAVSLDLGQG GENMDNVRQR ALDAGAAESI 

VVDAKDEFAE EYCLPTIKAN GMYMKQYPLV SAISRPLIVK HLVEAGKQFN GTHVAHGCTG 

KGNDQVRFEV GFMDTDPNLE I IAPARDFAW TRDKAIAFAE ENNVPIEQSV KSPFSIDQNV 

WGRAIETGYL EDLWNAPTKD I YAYTEDPAL GNAPDEVIIS FEGGKPVSID GRPVSVLQAI 

EELNRRAGAQ GVGRLDMVED RLVGIKSREI YEAPGAIALI KAHEALEDVT IERELARYKR 

GVDARWAEEV YDGLWFGPLK RSLDAFIDST QEHVTGDIRM VLHAGSITIN GRRSSHSLYD 

FNLATYDTGD TFDQTLAKGF VQLHGLSSKI ANKRDREAGN N 



> RXA02161 (1-783, translated) 261 residues 

MEQHGTNEGA LWGGRFSGGP SEAMFALSVS THFDWVLAPY DVLASKAHAK VLHQADLLSD 

EDLATMLAGL DQLGKDVADG TFGPLPSDED VHGAMERGVI DRVGPEVGGR LRAGRSRNDQ 

VATLFRMWVR DAVRDIALGT TELVDALSAQ AKAHAGAIMP GKTHFQAAQP VLLAHQLLAH 

AQPLLRDIDR IRDLDKRLAV SPYGSGALAG SSLKLNPEAI AEELGFDSAA DNSIDATSSR 
DFASETAFVL AQLAXGYVPL G 



> RXA02162 (1-663, translated) 221 residues 

MSRLAEEIIA WCTPEFGYIT LSDSWSTGSS IMPQKKNPDV AELTRGKSGR LIGNLTGLLA 

TLKAQPLAYN RDLQEDKEPI VDSVAQLNLL LPAMTGLVST LTFNTERMRE LA P AG FT L AT 

DLAEWMVRQG VPFREAHEAS GACVRIAESR GVDLIDLTDE ELSGVDARLT PEVREVLTID 
GAVASRATRG GTAGVRVAEQ RARVDAASTA HAEWARAGVR R 



> RXA02176 
MTDFPTLPSE 
LSDLFSLPEG 
PEIVTAETGD 
PVDIKNSDVY 
LKNQTYNTPA 
AAKRSLVVGT 
LTGAIDFILD 



(1-1128, tr 
FIPGDGRFGC 
YEI ILSLGGA 
SPAPQAFEGA 
YFSPQKCFAS 
VATLLMLDNQ 
IDFDDSI DAA 
GGFARK 



anslated) 3 

GPSKVRPEQI 

TAFWDAATFG 

DVIAWAHNET 

DGGLWLAAMS 

VKWMNSNGGL 

VIAKILRANG 



76 residues 

QAIVDGSASV 

LIEKKSGHLS 

STGAMVPVLR 

PAALERIEKI 

DGMVARTTAS 

ILDTEPYRKL 



IGTSHRQPAV 
FGEFSSKFAK 
PEGSEGSLVA 
NASDRFI PEF 
SSALYNWAEA 
GRNQLRIGMF 



KNVVGSIREG 
ASKLAPWLDE 
IDATSGAGGL 
LNLQTAVDNS 
REEASPYVAD 
PA1 DSTDVEK 



> RXA02189 (1-738, translated) 246 residues 

VDAADYHERH PSYLGTDSAH GEFYWCPEML HEKDVRLLGT PAALSGKKIL EIGCGSAPCA 

RW LAND VPN A FVTAFDISSQ MLKYAGHDHN VHLVQADAMS LPYADSSFDV VFSVFGAIPF 

VEDSAALMKE IARVLKPGGR LI FSITHPMR WIFLDDPGPA GLTAITSYFD QRGYVEEDEE 

TGALSYAEQH RTMGARINEL I DASLHLDHL IEPEWPDELE ENWGQWSPLR GKLFPGTAIF 
LATYRP 



> RXA02193 (1-1578, translated) 526 residues 

MSKTSNKSSA DSKNDAKAED IVNGENQIAT NESQSSDSAA VSERVVEPKT TVQKKFRIES 
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DLLGELQIPS HAYYGVHTLR AVDNFQISRT 

AQKAEAIVWA CDQILIEERC MDQFPIDVFQ 

HILHPMDDVN MSQSTNDSYP TGFRLGI YAG 

TQLQDAVPMS LGEEFRAFAH NLAEEQTVLR 

VAALSEVTGL ELKSARDLIE ATSDTGAYVH 

NEINLPPRQA GSSIMPAKVN PVIPEVVNQV 

ESLFQSLRIL GNAAKTLREK CVVGITANAD 

EAAETGRPVR ELILEKKLMD EKTLEAVLSK 



TINHVPDFIR GMVQVKKAAA LANRRLHTLP 

GGAGTSLNMN TNEVVANLAL EFLGHEKGEY 

LQTLIAEIDE LQVAFRHKGN EFVDI IKMGR 

EAANRLLEVN LGATAIGTGV NTPAGYRHQV 

AHSAIKRAAM KLSKICNDLR LLSSGPRAGL 

CFKVFGNDLT VTMAAEAGQL QLNVMEPVIG 

VCRAYVDNSI GIITYLNPFL GHDIGDQIGK 

ENLMHPMFRG RLYLEN 



> RXA02194 (1-843, translated) 281 residues 

MLKIAVPNKG SLSERAMEIL AEAGYAGRGD SKSLNVFDEA NNVEFFFLRP KDIAI YVAGG 
QLDLGITGRD LARDSQADVH EVLSLGFGSS TFRYAAPADE EWSIEKLDGK R1ATSYPNLV 
RDDLAARGLS AEVLRLDGAV EVSIKLGVAD AIADVVSTGR TLRQQGLAPF GEVLCTSEAV 
IVGRKDEKVT PEQQILLRRI QGILHAQNFL MLDYNVDRDN LDAATAVTPG LSGPTVSPLA 
RDNWVAVRAM VPRRSANAIM DKLAGLGAEA ILASEIRIAR I 



> RXA02195 (1-270, translated) 90 residues 

MYRVKTFDSL YEELLNRAQT RPEGSGTVAA LDKGIHHLGK KVIEEAGEVW IAAEYETDEE 

LAGEISQLIY WTQVIMVARG LKPEDIYKNL 

> RXA02197 (1-528, translated) 176 residues 

AERMRFSFPR QQRGRFLCIA DFIRPREQAV KDGQVDVMPF QLVTMGNPIA DFANELFAAN 

EYREYLEVHG IGVQLTEALA EYWHSRVRSE LKLNDGGSVA DFDPEDKTKF FDLDYRGARF 

SFGYGSCPDL EDRAKLVELL EPGRIGVELS EELQLHPEQS TDAFVLYHPE AKYFNV 



> RXA02198 (1-2478, translated) 826 residues 

MSTSVTSPAH NNAHSSEFLD ALANHVLIGD GAMGTQLQGF DLDVEKDFLD LEGCNEILND 

TRPDVLRQIH RAY FE AGADL VETNTFGCNL PNLADYDIAD RCRELAYKGT AVAREVADEM 

GPGRNGMRRF VVGSLGPGTK LPSLGHAPYA DLRGHYKEAA LGI IDGGGDA FLIETAQDLL 

QVKAAVHGVQ DAMAELDTFL PIICHVTVET TGTMLMGSEI GAALTALQPL GIDMIGLNCA 

TGPDEMSEHL RYLSKHADIP VSVMPNAGLP VLGKNGAEYP LEAEDLAQAL AG FVSEYGLS 

MVGGCCGTTP EH I RAVRDAV VGVPEQETST LTKIPAGPVE QASREVEKED SVASLYTSVP 

LSQETGISMI GERTNSNGSK AFREAMLSGD WEKCVDIAKQ QTRDGAHMLD LCVDYVGRDG 

TADMATLAAL LATSSTLPIM IDSTEPEVIR TGLEHLGGRS IVNSVNFEDG DGPESRYQRI 

MKLVKQHGAA VVALTIDEEG QARTAEHKVR IAKRLIDDIT GSYGLDIKDI VVDCLTFPI S 

TGQEETRRDG IETIEAIREL KKLYPEIHTT LGLSNISFGL NPAARQVLNS VFLNECIEAG 

LDSAIAHSSK ILPMNRIDDR QREVALDMVY DRRTEDYDPL QEFMQLFEGV SAADAKDARA 

EQLAAMPLFE RLAQRIIDGD KNGLEDDLEA GMKEKSPIAI INEDLLNGMK TVGELFGSGQ 

MQLPFVLQSA ETMKTAVAYL EPFMEEEAEA TGSAQAEGKG KIVVATVKGD VHDIGKNLVD 

I ILSNNGYDV VNLGIKQPLS AMLEAAEEHK ADVIGMSGLL VKSTVV 

> RXA02208 (1-1002, translated) 334 residues 

LGVVDGVAPL NRTMEKI IAV HDDSLSQEVF GVTFPRPLGL AAGFDKNASM ADAWGAVGFG 

YAELGTVTAF PQPGNPTPRL FRLPADKAIL NRMGFNNLGA AEVAKNLRNR KSTDVIGINI 

GKTKVVPAEH AVDDYRRSAS LLGDLADYLV VNVSSPNTPG LRDLQAVESL RPILAAVQES 

TTVPVLVKIA PDLSDEDI DA VADLAVELKL AGIVATNTTI SREGLNTPSG EVEAMGAGGI 

SGAPVAARSL EVLKRLYARV GKEMVLI SVG GISTPEQAWE RITSGATLLQ GYTPFIYGGP 

DWIRDIHLGI AKQLKAHGLR NIADAVGSEL EWKN 



> RXA02229 (1-825, translated) 275 residues 

LTIPFAKGHA TENDFI I I PD EDARLDLTPE MVVTLCDRRA GIGADGILRV VKAADVEGST 
VDPSLWFMDY RNADGSLAEM CGNGVRLFAH WLYSRGLVDN TSFDIGTRAG VRHVDILQAD 
QHSAQVRVDM GIPDVTGLST CDINGQVFAG LGVDMGNPHL ACVVPGLSAS ALADMELRAP 
TFDQEFFPHG VNVEIVTELE DDAVSMRVWE RGVGETRSCG T G T V AAAC AA LADAGLGEGT 
AKVCVPRGEV EVQIFDDGST LTGPSAIIAL GEVQI 



> RXA02234 (1-3198, translated) 1 
GSNPATIMTD PEMADHTYVE PIEPEYIDKI 
DRLGILEKYG VELIGADIDA IERGEDRQKF 
GLPVVVRPSF TMGGLGSGLA YNTEDLERIA 
DTADNVVVIC SIENVDALGV HTGDSVTVAP 



066 residues 

FAKEIEQGHP IDAVLATLGG QTALNAAIQL 
KDIVTTIGGE SARSRVCHNM EEVHETVAEL 
GGGLAASPEA NVLIEESILG WKEFELELMR 
ALTLTDREFQ KMRDQGIAII REVGVDTGGC 
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NIQFAINPVD 
TPAAFEPTID 
TKQQGFWTKP 
PWFLAELEAL 
LGIRPVFKTV 
IEFDYSCVHA 
SGTVAGVIVQ 
FGTATSFEEA 
VDRFLDNAIE 
ATKKLALGIG 
ATIKDLQDEG 
VMGLANN FGA 
TAGMLRRNGI 
AAAVTVGVPL 



GRI ITIEMNP 
YVVVKAPRFA 
DEFFAGERAT 
VQFRQKLVDA 
DTCAAEFEAK 
ALELSRVGYE 
LGGQTPLGLA 
RTVADEISYP 
I DVDALCDGD 
VQGLMNVQYA 
MI PTEYDGGS 
AYAKAEAGAF 
ECEVVLKASD 
ITTVQGVTAA 



RVSRSSALAS 
FEKFVGADDT 
DKAAVLEDLK 
PFLNEDLLRE 
TPYHYSAYEL 
TVMVNCNPET 
DRLKKAGVPV 
VLVRPSYVLG 
EVYLAGVMEH 
LKDDILYVIE 
LPLDAPIAVK 
GALPTEGTVF 
IREGVEGKSI 
VQGIEALREG 



KATGFPIAKM 
LTTTMKSVGE 
RPTEGRLYDV 
AKFMGLSDLQ 
DPAAESEVAP 
VSTDYDTADR 
IGTSPEAIDM 
GRGMEIVYDE 
IEEAGIHSGD 
ANPRASRTVP 
EAVLPFNRFR 
VTVANRDKRT 
VDRIREGEVD 
VVSVRALQEL 



AAKLAIGYTL 
VMSLGRNYIA 
ELAMRLGASV 
IAALRPEFAG 
QTEREKVLIL 
LYFEPLTFED 
AEDRGEFGAL 
ASLEDYINRA 
SACALPPMTL 
FVSKATGVNL 
RPDGKTLDTL 
LILPIQRLAL 
LILNTPAGSA 
DHAVKA 



DEITNDITGE 
ALNKALRSLE 
EELYEASSID 
EDGVRTLRLS 
GSGPNRIGQG 
VMEVYHAEAQ 
LNREQLPAPA 
TELSSDHPVL 
GAQDIEKVRE 
AKAASRIAVG 
LSPEMKSTGE 
MGYKILATEG 
GARHDGYDIR 



> RXA02235 (1-834, translated) 278 residues 

MTFGEKLLNA ASTRGRLCVG I DPHESLLTS WGLPVNVDGL AEFSRACVEA FADTVALVKP 
QVAFYERFGS AGFAILEETI QTLRERGCLV VSDAKRGDIG STMAGYASAW LDPASPLSSD 
AVTVSPYLGF HSLDPVFELA EQHGRGVFVL AATSNPEARE LQDQQNADGV SISQQIVDQA 
AALNAPYMAQ GKAGNIGVVI GATLSKPPRL STLGGAILMP GVGAQGGTAS DVDEIAGDMA 
HLAFPNVSRS ILATGPDIAE MKNSVAKNAA DFPGFPRS 



> RXA02237 (1-570, translated) 190 residues 

VSGDNQLGRL VILAGPSAVG KSTVVDRLRN DVPNLYFSVS MTTRAPRPGE VDGRDYFYVT 
AQEFQDKIDC GEMLEWADIH GGLQRSGTPA GPVNEARQNG RPVLVEVDLA GARNIASLIP 
DAETI FLAPP SWEVLVERLT GRGTESEDVI ARRLETAREE LAAQSEFKHV I INDDVDTAV 
KAIEDVLLGA 



> RXA02239 (1-1266, translated) 422 residues 

VPMTHVSSPS APRNVVVGVA GGIAAYKACH IVRAFKEAGD NVRVVPTESA LKFVGKATFE 
ALSGNPVSTT VFDAVDSVQH VKVGQEADLI VIAPATADLM ARWAGLGDD LLAATLLVAT 
CPVVIAPAMH TEMWFNPATV ANVATLRQRG ITVIEPAHGR LTGKDTGPGR LPDPEQIVDL 
ANAVHAGARL PQDLAGKKVL ITAGGTHEHI DPVRFIGNSS SGRQGFALGE IAAQRGAHVS 
I VAGNAAELP TPAGAEIVPV VSTQDMFDAV QERAGQSDFI VMAAAVADFT PASQATSKLK 
KGSDS DEDAL STISLVENPD ILATTVKRRE AGELDSNPVI VGFAAETGDE HTTALEYARK 
KLQKKGCDLL MCNEVGMGKV FGQKHNEGWI LDAHGGVVDV EHGSKIEVAA QIWDAALAYR 
EV 



> RXA02240 (1-1221, translated) 407 residues 

VAQPTAVRLF TSESVTEGHP DKICDAISDT ILDALLEKDP QSRVAVETVV TTGI VHVVGE 

VRTSAYVEIP QLVRNKLIEI GFNSSEVGFD GRTCGVSVSI GEQSQEIADG VDNSDEARTN 

GDVEEDDRAG AGDQGLMFGY ATNETEEYMP LPIALAHRLS RRLTQVRKEG IVPHLRPDGK 

TQVTFAYDAQ DRPSHLDTVV ISTQHDPEVD RAWLETQLRE HVIDWVIKDA GIEDLATGEI 

TVLINPSGSF ILGGPMGDAG LTGRKI IVDT YGGMARHGGG AFSGKDPSKV DRSAAYAMRW 

VAKNIVAAGL ADRAEVQVAY AIGRAKPVGL YVETFDTNKE GLSDEQIQAA VLEVFDLRPA 

AIIRELDLLR PI YADTAAYG HFGRTDLDLP WEAIDRVDEL RAALKLA 



> RXA02246 (1-984, translated) 328 residues 

MDVAHALDLA HHVSDQVRGT TSPNPPVGAV ILDADGEVVG VGATAPPGGP HAEVVALAAA 

GVRANGGTAV VTLEPCNHYG RTGPCSKALL DAGIAHVFYA NADPFPSAAG GGAFLAEAGV 

DTHFLDERIR ALEPWLVATR LGRPHVTLKF ASTVDGFAGA TDGTSQWITG PDARAFVHED 

RSKRDAIIVG TGTALTDNPS LTARTDTGLY ENQPRRVVIG SREVPADSNL ARLGYEQYAG 

IPEALSALWD KGCRDILIEG GPTLAGAALR LGIVDQVQAY VAPALLGAGR SVINWPQETT 
MDQIMRFDTT SVRQLGSDVL IEMMRKEH 



> RXA02247 (1-633, translated) 21 
MFTGIVEELG SVAGVEHLGD SIRMQISAST 
DLMQETLDRS SLGALSTGSK VNLERAIylAAD 
RFELPADLAR YVVEKGSIAL NGTSLTVSSL 
EVDVIAKYVE RMMTRGVAGN TPNDYTDFTR 



1 residues 

VLEGVHLGDS ISVNGVCLTV ASFGEGHFTA 
GRLGGHIMQG HVDATTSLIK RTSSENWDVL 
GDDWFEVSLI PTTLRDTTHG ELAVGDIVNI 
D 
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> RXA02248 (1-1266, translated) 422 residues 

VSEHEQAHSQ LDSVEEAIAD IAAGKAVVVV DDEDRENEGD I I FAAELATP ELVAFMVRYS 

SGYICAPLTA KDADRLDLPP MTAHNQDARG TAYTVTVDAN TGTTGISATD RAHTLRLLAD 

PEADRTDFTR PGHVVPLRAR EGGVLVRAGH T E AA V D LARA AGLRPAGVIC EVVSEEDPTG 

MARVPELRRF CDEHDLKLIS IEQLIEWRRK NEILVERQVE TVLPTDFGTF KAVGYRSIID 

GTELVAIVAG DVASDGGENV LVRVHSECLT GDVFGSRRCD CGQQLHESLR LIQEAGRGVV 

VYMRGHEGRG IGLLAKLRAY QLQDEGADTV DANLALGLPA DAREFGTSAQ ILYDLGVRSL 

NLISNNPAKK VGLEGHGISI ASRTPIPVAV HEDNVRYLKT KRDRMGHDLP DVALWEQEHP 
EN 



> RXA02249 (1-477, translated) 159 residues 

MAKEGLPAVE LPDASGLKVA VVT ARWNAE I CDRLHKHAVD AGRAAGATVS EYRVIGALEL 
PVVVQELART HDAVVALGCV VRGGTPHFDY VCDSVTEGLT RIALDTSTPI GNGVLTTNTE 
EQAVERSGGE GSVEDKGAEA MVAALDTALV LSQIRATEG 



> RXA02250 (1-579, tra 
VTTNAPDGAT NNINNAHSGA 
IAWVAVVVIM AVH I FMGAVV 
EDGVEVRNFI GTRFYPWVVI 
TFRDLENKYM PED 



nslated) 193 residues 
VGKPKVQLSD AEIQEYTAAF 
DVDFTGAAVT FVDTLAFPAL 
YGMSFPKGSS VARLELPDFE 



AGTTTTKPWE LEVTTKFLKK 
GIIFSVLVFL GLTRPRVRAN 
FVPMWAFQSR DGEDVVRAVA 



> RXA02262 (1-1146, translated) 382 residues 

MTATYTTETA INFLFLSEPD MIAAGVKDVA QCVDVMEETL VLLAQGDYKM AGLNSNSHGA 

MITFPENPEF EGMPKDGPDR RFMAMPAYLG GRFKNTGVKW YGSNAENKAS GLPRS IHTFV 

LNDTVTGAPK AIMSANLLSA YRTGAVPGVG VKHLAVADAT TLAVVGPGVM AKTITEACIA 

ERPGITTIKI KGRSERGINA FATWALEKFP EIEVVAVGSE EDVVKDADIV IAATTTDAAG 

SSAFPYFKKE WLKPGALLLL PAAGRFDDAY LLDDARLVVD YMGLYEAWAE EYGPQAYQLL 

GIPGTHWYDL ALQGKLDLAK ISQIGDICSG KLPGRTNDEE IILYSVGGMP VEDVAWATQV 

YENALEKGVG TTLNLWESPA LA 



> RXA02263 (1-360, translated) 120 residues 

MKIAVIGLGS TGSMALWHLS NIPGVEAIGF EQFGISHGYG AFTGESRLFR MAYHEGSTYV 
PLLKRARALW SSLSEISGRE LFHNFGVLST GKEDEAPFQR LVESVERYEL PHERLTAAQM 



> RXA02272 
VRITNAQVKN 
LDYANTAGIP 
HVDVTDPTFA 
GIPHLEPTRD 
TVVSHSVAMA 
TEWGIPVSFC 
GLDNYDIAEN 



(1-1245, tr 
YAELVDITIE 
RENSSGTLFE 
GFEAIAELRD 
DGVESVKWLF 
YYSPGYMARL 
QDSLNDPFYP 
SPANLLVLDA 



anslated) 4 
GEKISSITPS 
AIEIWADRKT 
EVREWCDIQI 
DLAEKHSAPI 
LPKLAASKVR 
MGDGDLLRIL 
SSEKEAVQRK 



15 residues 

SIRSEEDHRA 

QGFHIKEDIK 

VAFPQNGIYA 

DIHTDEIDDP 

FAVCPNENLH 

DSGLHVSHML 

ASVLLSIHRG 



DDYDAAGRLV 
AKALQAARRA 
YEGGQKLISD 
HSRFVEVLAA 
LQGLGFQGPV 
TASHLKNALS 
KKVLSREPEQ 



APQFAEAHIH 
AEHGVGFIRT 
AMSAGADVVG 
EAAKRDMGAQ 
PRGVAPVKQL 
FITTNPAGNL 
VDWNI 



> RXA02281 
VQKDSVVRME 
PIDRTEPFGY 
RGAPSATEAR 
IEHYTGINVE 
SLGTETLDLT 
CAGMDARMRI 



(1-1068, tr 
ATTI DDAIAK 
VDRAGRYSAT 
RAGDVADI I P 
HVQKYILFTN 
SRFQMPRYDL 
GDLILGNAYQ 



anslated) 

LIDIYDTSTK 

LSKPRVIERY 

RPTLDEVHDA 

YAMHTTEFVH 

ITEAGDGITI 

REDHILNTRI 



356 residues 
LAKETLNNED 
LREQLERLTS 
I IDGDWHAFN 
FAMSELTSED 
INIGVGPSNA 
PLGNPIPAIP 



YAAYADVVYP 
NYPCKIYVSE 
GPELPLFHFG 
SRYVGLSLPN 
KTITDCLAVL 
EIQKALEASV 



KLTVDVLEWK 
SDIRIPPEYI 
PQRFDIACAR 
GQVIDRETAT 
RPEAWVMIGH 
DEIYGS 



> RXA02284 
MTSMNLPIEL 
VVRTEDREAA 
HMIVDARDKQ 
XXXSSVASQI 
KRLLSNPELH 
HVHAQITGWP 
ERGVADRVEF 
ENFMSAI FDL 
FINEPDTNPA 



(1-3024, translated) 
ATLSDQAVDK VRSWLEYSKK 
AHALYELGKI APSTMSFLDR 
FAKAVAEIQS DGHRLNINLL 
SMWGFEDTVN YVVEQLTPLY 
ELEAGI VLQA YLPDALGAIQ 
VATEPSKQAT DANYKRVLYW 
EMLQGMASDQ ARAVSVDVGE 
DADNPSFKRE ESRFRASISD 
LIQNQQWATK AVATAAEPGW 



1008 residu 
ESVPNADAKR 
AQIQAGSLVG 
GEAVLGRKEA 
IEPARAPKGT 
DLAQFGRERV 
TMRKENMEGL 
LLLYVPAVRP 
LATLIDVPAP 
LEKQTKPEVL 



es 

LAAVLQDPNG 
RALPQVVVPA 
AKHLDDTVRL 
KFINLDMEEY 
NTGGAGVKVR 
RLGVAGHNLF 
QEFDVAISYL 
GPNHTQDRSK 
EEGDVDKLIN 



LEFTVGFVDR 
ARARIRQMVG 
LRRPDVEYVX 
RDLRLTMEVF 
LVKGANLPME 
DIAFAHLLSV 
VRRLEENAAS 
ETLLDAPLVP 
DVRDAAEAWA 
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ARPARERAEI 
LDDVDNAEFT 
LWEAGVPREV 
GKNAIVVTPS 
LIVDWPTNPS 
PGTFFHLTEV 
AYVNRGITGA 
KLDLPGEELE 



LYKTAEILRV 
PDRVVVVTPP 
LHCI YPANRD 
ADRDLAVADL 
ATVGPLTELP 
FGPVLGLMKA 
IVQRQSFGGW 
WLEKANASDE 



RRGHLISVTA 
WNFPIAIPAG 
VGCALISHEH 
VKSAFGHAGQ 
SDKLHHALTT 
TDLNEAIEFQ 
KKSSVGLGSK 
TAWNTEFGSP 



AEVGKAVEQT 
STFAALAAGA 
VDRVILTGSS 
KCSAASLGIL 
LEEGESWLLK 
NGNDFGLTGG 
AGGPNYVMLM 
RDPSGLDVEA 



DPEISEAIDF 
GVIHKPSKPS 
ETAAMFSSWR 
VGSVYESERF 
PRQLDDTGRL 
LQSLDADEVR 
GTWADAPSHH 
NIFRYRPA 



ARYYAHLALE 
QHCSAAVVEA 
PELTINGETS 
RKQLVDAASS 
WSPGIKEGVK 
TWLDHVDVGN 
APRETNPLIS 



> RXA02299 (1-408, translated) 136 residues 

MLRTILGSKI HRATVTQADL DYVGSVTIDA DLVHAAGLIE GEKVAIVDIT NGARLETYVI 
VGDAGTGNIC INGAAAHLIN PGDLVIIMSY LQAT DAEAKA YEPKIVHVDA DNRI VALGND 
LAEALPGSGL LTSRSI 



> RXA02311 (1-690, translated) 23 
VAKADLDKDP FDVASMFDDV GKNYDLTNTV 
GTAVSTVELA KSGAFCVACD FSQGMLAAGK 
RNIHDFRAGL KEMARVTKPG GRLTVAEFST 
AYIYLADSIR AWPSQAELAR EINQNGWSDC 



0 residues 

LSFGQDRVWR KRTRQRLDLK PGEKVLDLAA 
DRDVSKVVGD GMQLPFADNS FDAVTISYGL 
PVIPVFGTVY KEYLMRLLPQ AARAVSSNPE 
GWQNLTFGIV ALHSAIKPEN 



> RXA02315 (1-1629, translated) 5 
MSSTPAQDLA RAVI DSLAPH VTDVVLCPGS 
LSLARTQARP VAVVMTSGTA VANCLPAVAE 
TGI FGDLAPT VGITELDQVA QIAESLAQGA 
SWTHRWINHG EVTVDLGEHT LVIAGDEAWE 
LKEQVSAEGY VVNTRPDHVI VVGHPTLHRG 
VGSTVKVTGT QEKQWLKICS AASELAADGV 
FAAASNSIRD LSLVGMPFDG VDTFSPRGVA 
ALLGDLSFLH DIGGLLIGPD EPRPENLTI V 
PHDASIADLC AGYGIEHQVV DNLQDLIIAL 
TVH 



43 residues 
RNSPLSLELL ARQDLRVHVR 
AAHAHI PLI V LSADRPAHLV 
SQIPRHFNLA LDVPLVAPEL 
VEGLEDVPTI AEPTAPKPYN 
VLKLMSDPGI KLTVLSRTDI 
RDVLDNQEFG FTGLHVAAAV 
GIDGSVAQAI GTSLAVQSRH 
VSNDNGGGIF ELLETGADGL 
VDTTEVSGFT I IEASTVRDT 



IDERSASFLA 
GTGASQTINQ 
PELHGEAVGA 
PVHPLAAEIL 
ITDPGRHADQ 
ADTLGTGDTL 
PDEIRAPRTV 
RPNFERAFGT 
RRAQQQALMD 



> RXA02318 (1-279, translated) 93 residues 

MNSLFDVSPH WSSANAKLTA HFNTGKFSTG MKFVNLIADS AEEANHHPDI LLTYGFVEIT 
LTSHDVGEIT DRDVALAKVI DAHAKTLAIS AEA 



> RXA02319 (1-957, translated) 319 residues 

MSNYSTDNPF DPTQWATVPG FEEFTDITYH RHVGTTRADG I VRIAFDRPE VRNAFRPHTV 

DELYQALDHA RRTPDVGTIL LTGNGPSEKD GGWAFCSGGD QRIRGRSGYQ YATEHARDDA 

TADVFTVDIA RTKVEGGRLH ILEVQRLIRT MPKVVIAVVN GWAAGGGHSL HVVCDLTIAS 

RQEARFKQTD ADVGSFDAGY GSAYLAKMVG QKNAREIFFL GRTYDAERMQ QMGAVNIVAD 

HGDLEKEAIQ AAREINTKSP TGQRMLKFAF NLTDDGLMGQ QVFAGEATRL AYMTDEAVEG 
KEAFLEKREP NWNEFPYYY 



> RXA02345 (1-810, translated) 270 residues 

FAAIESVEDA VGFFEAVDGQ VCLKARRGGY DGKGVWFPAD VAELQSLVAE LLDGGTPLMA 
EKKVALNREL SAMVARTPSG ETKAWPVVES VQKNGVCAEA IAPAPELSAE LQESTRGLAQ 
KIATELGVTG VLAVELFETL DQNGQPEIFV NELAMRSHNT GHWTQDGCVT SQFEQHLRAV 
LDYPLGATDT LADYTVMANV LGADTDPEMP MATRMVEVGR KYPDAKIHLY GKGHRPGRKI 
GHVNMVGSDL EKTRAEALAC AYFLVNARWD 



> RXA02346 (1-123, translated) 41 residues 
VGPLVGLIMG SDSDWDTVAP AAEVLAEFGI PFEVGVVSAH R 



> RXA02350 (1-210, translated) 70 residues 

LDSLLSI VQM PGGVPVATVS IGGAKNAGLL AVRILGAGDP SLVTKMADYQ 

ENiyLAKEVEAK DEALKKRLLG 

> RXA02373 (1-915, translated) 305 residues 

MSVVGTGLFF GSPEEERDKL MQSLMDQKNK LSKSEGIPLV TLNDGKTIPQ LGFGVFKVDP 

DEAERVVTEA LEVGYRHIDT AAI YGNEEGV GRAIAKSGIP REELFITTKL WNDRHLDVEA 
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♦ 



etNo.: BGI-121CP 



AFEESLQKLG LDYVDLYLVH WPAPKNDNYV AAWKGLEKLG DRARSIGVCN FLPEHLEKLL 

AEATTVPAIN QIELHPALQQ R DAVE AS LAA GITVESWGPL GQGRFDLGAE EPIAAAAKNH 

GKT PAQVVIR WHLQNGFVVF PKTVTKSRMV ENIDVFDFEL SDEEMAAITA LERNDRGGSH 
PNDLN 



> RXA02375 
MAPVTGLPVT 
TNDEDGHTVD 
AAAVGQVHLM 
ENDTVATTGV 
DLKGVIAGDG 
NRLSAWKFWA 
AGQI IGRGEV 



(1-1227, t 
PYSQEASIGA 
PNRINTIVNA 
HQWGRSFARY 
NFGDNDRLAA 
GKVGTGGMAS 
LYAADTAGKI 
SYDSDTLQSM 



ranslated) 4 
SFPAVDPDTK 
LQARMEAGSD 
GRPIGQVLLT 
IVAHLVSADA 
KVSAARLASR 
RLDDGAVEAV 
VGMQTQDLPD 



09 residues 
DSAAYGHESG MRERISNAKR 
LIVVSSGAVA AGMAPLGLST 
AADAGKRDRA RNAQRT I DKL 
LVLLSDVDGL FDKNPTDPTA 
SGVPVLLTSA AN I G PALE DA 
TSGGKSLLAV GITEIIGDFQ 
GMQRPVVHAD YLSNYASRA 



VVVKIGSSSL 
RPTELAVKQA 
RILGAVPIVN 
KFISEVRDGN 
QVGTVFHPKD 
QGEIVEILGP 



> RXA02378 (1-609, translated) 203 residues 

MSSTTLTDDQ IRDNERTEVL AKATAAKNIV PDIAVLGTGP KNAILRAAAD ELVARSAEI I 

EANASDIEAG RANGMEESMI DRLALDESRI EGIAGGLRQV AGLTDPVGEV LRGHVMENGI 

QMKQVRVPLG VMGMVYEARP NVTVDAFGLA LKSGNVALLR GSSTAVHSNT KLVEILQDVL 

ERFELPRETV QLLLAKPADP SKI 

> RXA02380 (1-654, translated) 218 residues 

MTTTVKRRAR IGIMGGTFDP IHNGHLVAGS EVADRFDLDL VVYVPTGQPW QKANKKVSPA 

EDRYLMTVIA TASNPRFMVS RVDIDRGGDT YTIDTLQDLS KQYPDAQLYF ITGADALAQI 

VTWRDWEKTF ELAHFVGVTR PGYELDGNI I PEMHQDRVSL VDIPAMAISS TDCRERSSEE 

RPVWYLVPDG VVQYIAKRQL YRPEGSDKDM DPKGQNQA 

> RXA02382 (1-600, translated) 200 residues 

PTIETGTGNC HFYIDAEAKL DQAIAMVING KTRRCSVCNA TETALLDAAL SDSDKLAVVQ 

ALQEAGVTIH GRVAELEAFG ATDVVEATET DWDSEYLSFD IAVAVVDGVD GALAHIAKYS 

TKHTEAIATQ NIETAQRFAD RVDAAAVMIN ASTAYTDGEQ YGMGAEIGIS TQKLHARGPM 

ALPELTSTKW ILQGTGQIRP 

> RXA02400 (1-570, translated) 190 residues 

MSISRTVFGI AATAALSAAL VACSPPHQQD SPVQRTNEIL TTSQNPTSAS STSTSSATTT 

SSAPVEEDVE IVVSPAALVD GEQVTFEISG LDPEGGYYAA ICDSVANPGN PVPSCTGEMA 

DFTSQAWLSN SQPGATVEIA EDGTATVELE ATATGTGLDC TTQACVAKVF GDHTEGFRDV 
AEVPVTFAAA 

> RXA02405 (1-771, translated) 257 residues 

VNTNPSEFSS NRSTALLTDK YELTMLQAAL ADGSAERPST FEVFSRRLPN ERRYGVVAGT 

ARVLKAIRDF VFTEEQLADL DFLDDRTLEY LRNYRFTGQV DGYREGEIYF PQSPLLTVRG 

TFAECVILET VILSIMNADS AVASAAARMV TAADGRPI IE MGSRRTHEYS AVTASRAAYL 

AGFSTTSNLE AAYRYGI PAS GTSAHAWTLL HINDDGTPNE AAA FKAQ VE S LGVDTTLLVD 

TYDITQGVAT AIEVAGP 



> RXA02 4 32 
MSKQHSTPLN 
AQIAFEIHEI 
FLDDPRPVIF 
KWHTSDELAF 
VEAMGSGNVG 
YFRAGQARIL 



(1-975, tra 
NDEEHTSAPQ 
NRLDSSSMTF 
TGAQKPFDHP 
ATNGPEEPER 
SRMGDALGKA 
LAIAIATGAH 



nslated) 325 residues 
KVAVITTGGT IACTSDANGH 
EDLDSI IATV HKVLEDPDW 
EADGPNNLFE ACLIASDPSA 
PDALPVAKLA DVSVEIIPAY 
LDAGIPVVMS TRVPRGEVSG 
PVTLY 



LLPTVSGADL 
GVVVTHGTDS 
RGIGALIVFG 
PGATGAMVEA 
VYGGAGGGAT 



LAPIAPRFNG 
MEESAIAVDT 
HAVIPARGCV 
AIAAGAQGLV 
LAAKGAVGSR 



> RXA02458 {1-1290, translated) 4 

MVFVSDSSIS LPIWDAPRAR GPIVSDLAIP 

TDLMTDGLRS LGITITEEAV DRYRVEPGQL 

DGDPQARVRP MTSILDALRS LGVEVDNNNL 

LSAPRFKNGV TVKHVGGRLP SMPHIEMTVD 

EPDLSNATPF LAAAAVTGGT IKINHWPIKT 

VTGPVALKGI EIDMSDIGEL TPTVAALAAL 

LGGKCTELKD GLLIEPASLH GGVWHSYADH 



30 residues 

GSKSITNRAL ILAALASTPS TIIDVLRSRD 
SAGSVECGLA GTVMRFLPPV AAFADGPVHF 
PFTVNAGEVP EGGVVEIDAS GSSQFVSGLL 
MLRSAGIEIE ESENQWVVHP GEILGRTWRI 
TQPGDAIRSI LERMGCEVEL VAQGEGYDLS 
ASTESRLTGI AHLRGHETDR LAALTAEINK 
RMATAGAIIG LAVDGVQVED IKTTSKTFPG 
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FENVWEEMVG 



> RXA02469 (1-1431, translated) 477 residues 

MRFLNNSNPP YELTYSDVFM VPSRSDVGSR MSVDLRTNDG TGTTI PLVVA NMTAVAGRRM 
AETIARRGGM AILPQDVPAD IAAETIANVK KADLVFDTPI TVKPHHTVGY ARNLIHKRAH 
GAAIVLEGDQ PVGIVTDKDL EGADNFTQVG TLMSTSLLTL PEDISPEDAF GILHEHSRKL 
APVVAADGSL RGILTRTGAL RATMYKPAID ANGRLRVGAA IGINGDIEGR TKTLLDAGAD 
VLVVDTAHGH QSTMISALKR IRALDVNVPI VAGNVVTADG VRDLVEAGAN IIKVGVGPGA 
MCTTRMQTGV GRPQFSAVLE CAAEARKLGA HVWADGGVRD PRDVALALAA GASNVMVGSW 
FSGTYESPGD LRFESDGRMY KESFGMASRR AVESRNQKVE AFEKARRAMF EEGISTARIY 
I DKRHGGVED LVDQIISGVR SSFTYAGADS IETFFERATV GVQSTEGYAE GKPRASR 



> RXA02479 (1-390, translated) 130 residues 

VTELIQNESQ EIAELEAGQQ VALREGYLPA VITVSGKDRP GVTAAFFRVL SANQVQVLDV 

EQSMFRGFLN LAAFVGIAPE RVETVTTGLT DTLKVHGQSV VVELQETVQS SRPRSSHVVV 
VLGDPVDALD 



> RXA02 4 97 
VRLGVLDVGS 
GEAADLAKTL 
RRWYGWSAGR 
LLRDYI DAEL 
RQLIAFISRM 
LTRIDKGLE 



(1-927, translated) 309 residues 



NTVHLVAVDA 
GCAELMPFAT 
ITNLDIGGGS 
AEPARQMRTL 
TAADRAELEG 



RPGGHPTPMS 
SAVRSATNSE 
LELSSGTDES 
GPARLAVGTS 
ISSDRSHQIV 



NWRTPLRLVE 
AVLDHVEKET 
PDLAFSLDLG 
KTFRTLARLT 
AGALVAEAAM 



LLDDSGAISE 
GVRLSILSGE 
AGRLTHNWFD 
GAAPSSAGPH 
RALDIDKVEI 



KGTNKLTSAV 
DEARQTFLAV 
TDPPARKKIN 
VTRTLTAPGL 
CPWALREGVI 



> RXA02499 (1-810, translated) 270 residues 

MTTIAVIGGG QIGEALVSGL IAANMNPQNI RVTNRSEERG QELRDRYGIL NMTDNSQAAD 
EADVVFLCVK PKFIVEVLSE ITGTLDNNSA QSVVVSMAAG ISIAAMEESA SAGLPVVRVM 
PNTPMLVGKG MSTVTKGRYV DAEQLEQVKD LLSTVGDVLE VAESDI DAVT AMSGSSPAYL 
FLVTEALIEA GVNLGLPRAT AKKLAVASFE GAATMMKETG KEPSELRAGV SSPAGTTVAA 
IRELEESGIR GAFYRAAQAC ADRSEELGKR 



> RXA02501 (1-1065, translated) 355 residues 

MSSEGRNHNW DYAAIGTPED FLASWSASRG NLRRFFEDHA AAPINDAAQR QAGEAAATQA 
VAAI YGMELN E FN AG V DAVA GAIESAGAIH VSIPDPDVPQ DVGAAAFFDV DNTLIQGSSL 
IVFAQGLFRK KFFTIKEILP VVWKQVKFKL TGSENADDVS RGREQALEFI KGRPVQELVD 
LCEEI VDQRM ADKMWPGTKQ LADMHIAAGH QVWLVSATPV QLAQILAQRL GFTGAIGTVA 
EAKDGVFTGR LVGDILHGPG KRHAVAALAS IEQLDLTRCT AYSDSINDLP MLSMVGTAVA 
VNPDSKLRKE AET RGWDVRD FRSIRKATRE YGIPALVTAA FSVAGWSLRR RWRKQ 



> RXA02503 (1-435, translated) 145 residues 

MTLKIGTRGS KLATTQAGTI RDQLKHYGRD AELHIVTTPG DVNMSPVERI GVGVFTQALR 
DVLHSGECDV AVHSMKDLPT ATDPRFHLVV PTRADXRRXP YRXRRXXFXX SXQXXXRWEL 
SAPRRISQLK AIRPDLEILP LARKH 

> RXA02504 (1-438, translated) 146 residues 

MLVMLAYAGL TRVGMQDRAT EVFDADI IMP APAQGALAIE CRADDTETVR ALNMLMHADT 
FVSAVAERTV LNRLEAGCTA PVAAHATLDG YSGDTMTLTA GVYALDGSDQ LVFSAEGDGA 
RPEELGELVA QQLIDAGAAN LLGDRS 

> RXA02516 (1-1263, translated) 421 residues 

MSDFLNADGS LNVDKVREEF PILKRTVRDG KPLAYLDSGA TSQRPERVWR AEEHFVLHTN 
APVHRGAYQL AEEATDAYEG AREKIAAFVG AEQHEIAFTK NATEALNLVA YTLGDDRSGK 
YRVQAGDTVV ITELEHHANL VPWQELCRRT GATLKWYKVT EDGRIDLDSL ELDETVKVVA 
FTHQSNVTGA VADVPELVRR AKAVGALTVL DACQSVPHMP VNFHELDVDF SAFSGHKMLG 
PAGVGVVYAK SPILDELPPF LTGGSMIEVV- TMEGSTYAAA PQRFEAGTQM TSQVVGLGAA 
VDMLNEIGME AIAAHEHALT AYALEKLTAI KGLTIAGPLT AEQRGGAISF GVEGIHPHDL 
GQVLDDQGVN IRVGHHCAWP VHRSMNVQST ARASFYLYNT FEEIDRLAAA IEKAKQFFGV 
E 



> RXA02517 (1-447, translated) 149 residues 
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MNLEQMYQEV ILDHYKNPQH KGLRDPFDAE VHHVNPSCGD ELTLRVKLSE DGSTVEDVSY 

EAVGCSISQA STSVMAEEIV GQPVDKALEK LTEFEKMIVS RGQFVGDEDL IGDGVAFSGV 
AKYPARVKCA LLGWKAFQAA TADAVAHAH 

> RXA02532 (1-1047, translated) 349 residues 

MNPPITLSST YVHDSEKAYG RDGNDGWGAF EAAMGTLDGG FAVSYSSGLA AATSIADLVP 

TGGTVVLPKA AYYGVTNIFA RMEARGRLKV RTVDADNTEE VIAAAQGADV VWVESIANPT 

MVVADIPAIV DGVRGLGVLT VVDATFATPL RQRPLELGAD IVLYSATKLI GGHSDLLLGV 

AVCKSEHHAQ FLATHRHDHG SVPGGLEAFL ALRGLYSLAV RLDRAESNAA ELSRRLNAHP 

SVTRVNYPGL PDDPQHEKAV RVLPSGCGNM LSFELDATPE RTDEILESLS LLTHATSWGG 

VETAIERRTR RDAEVVAEVP MTLCRVSVGI EDVEDLWEDL NASIDKVLG 



> RXA02536 (1-756, translated) 252 residues 

MDNFALLRDA AEKAAEQGAR VLVFPEATSQ SFGTGRLDTQ AEELDGEFST AVRKLADELD 

VVIVAGMFTP ADTVQRGEKT ISRVNNTVLI SGAGLHQGYN KIHTYDAFGY RESDTVKPGD 

ELVVFEVDDI KFGVATCYDI RFPEQFKDLA RNGAQIIVVP TSWQDGPGKL EQWEVLPRAR 

ALDSTCWIVA CGQARLPEEL RDERKGPTGI GHSMVTNPHG EVIASAGYEP EMLIADI DVS 
GLAKIREALP VL 



> RXA02550 (1-1311, translated) 437 residues 

VTTDKRKTSK TTDTANKAVG ADQAARPTRR TTRRIFDQSE KMKDVLYEIR GPVAAEAERM 
ELDGHNILKL NTGNPAVFGF DAPDVIMRDM IANLPTSQGY STSKGIIPAR RAVVTRYEVV 
PGFPHFDVDD VFLGNGVSEL ITMTTQALLN DGDEVLI PAP DYPLWTAATS LAGGKPVHYL 
CDEEDDWNPS IEDIKSKISE KTKAIVVINP NNPTGAVYPR RVLEQIVEIA REHDLLILAD 
EI YDRILYDD AEHISLATLA PDLLCITYNG LSKAYRVAGY RAGWMVLTGP KQYARGFIEG 
LELLAGTRLC PNVPAQHAIQ VALGGRQSIY DLTGEKGRLL EQRNMAWTKL NEIPGVSCVK 
PMGALYAFPK LDPNVYEIHD DTQLMLDLLR AEKILMVQGT GFNWPHHDHF RVVTLPWASQ 
LENAIERLGN FLSTYKQ 



> RXA02559 (1-903, translated) 301 residues 

MIPVLIDCDT GIDDALALIY LVALHKRGEI QLFGATTTAG NVDVKQTAIN TRWVLDQCGL 

ADIPVLAGQP EPKHVPLVTT PETHGDHGLG YINPGHVEIP EGDWKQLWKE HLSNPETKLI 

VTGPATNLAE FGPVENVTLM GGTYLYPGNT TPTAEWNTWV DPHGAKEAFA AAQKPITVCS 

LGVTEQFTLN PDILSTLINT LGSQPIAEHL PEMLRFYFEF HEVQGEGYLA QIHDLLTCMI 

ALDKI PFSGR EVTVDVEADS PLMRGTTVAD IRGHWGKPAN AFLVETADIE AAHAELLRAV 
E 



> RXA02622 
MSDDRKAIKR 
FPECLEGRVK 
FDACVEQIDI 
RHTATYDVTV 
LAQAKQFHGK 
HACDSVSAFG 
APVRKGFESR 
KSNAILLAKN 
EAGITAVVQP 



(1-1560, translated) 520 residues 



ALISVYDKTG 
TLHPKVHAGI 
GGPSMVRAAA 
ATWMSEQLAA 
EMSYNNYTDS 
GVIASNREVS 
EISGGLLVQE 
GATVGVGMGQ 
GGSIRDNEVI 



LEDLAQALHR 
LADTRKEDHL 
KNHPSVAVVV 
EDSETEFPGW 
DAAWRAAWDH 
VEMANQVAEI 
RDLIHAEGDN 
VNRVDSARLA 
EAANKAGVTM 



ENVEIVSTGS 
RQLKELEVAP 
SPNRYEDVQE 
IGTTNTLSRS 
ERPCVAIIKH 
FTEVIIAPSY 
SANWTLAAGS 
VDRAGAERAT 
YLTGARHFAH 



TAAKIAELGI 
FQLVVVNLYP 
ALKTGGFSRA 
LRYGENPHQS 
ANPCGIAVSD 
EEGAVEILSQ 
AVSPEVLKDL 
GSVAASDAFF 



PVTPVEELTG 
FAETVASGAD 
ERTKLAAEAF 
AALYVGNTRG 
ESIAAAHREA 
KKNIRILQAE 
EFAWTAVRSV 
PFADGFEVLA 



> RXA02623 (1-591, translated) 197 residues 

VNSDSTTTIV VLASGTGTLL QSLIEAQGTY SIVGVVSDVE CPALSRAADA GIDTAVVPLG 

KDRAQWNHEL ADAVAVSDPD LVVSAGFMKI LGEGFLSRFP SRI INTHPAL LPSFPGAHAV 

RDALAYGVKV SGSTVHLVDA GVDTGPIIAQ RAVPVEVNDD ESSLHERIKQ VERKLIVEVL 

NSVEFSRQGG VQLNWRG 

> RXA02629 (1-585, translated) 195 residues 

MSKDPLGSLT DVVDTRVPLP DVEPDPEFLK ATEKEFHMAS QKRALVVLVG DHVAEADGTG 

RLVTELLLES GFNVDAVVSV KSKKSQIRQA IETAVVGGAD LVLTIGGVGV GPRDKTPEAT 

SAVLDQDVPG IAQALRSSGL ACGAVDASVS RGVAGVSGST VVVNLAESRS AIRDGMATLT 

PLVDFVVDQL RTSVV 



> RXA02645 (1-1830, translated) 610 residues 
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MLKDLTGLRE 
TLPMHKTEGS 
YLWGDQQWTG 
NRNWGYDGVL 
TSGGSTGWGD 
QLTMVAEDVS 
RNGYYSDFGS 
GNRAIGDRPS 
TSEGRKREFA 
SQPNLLTLEV 
PWGFAILTRN 

> RXA0264 6 
MASGAELIRA 
ALNSGAQLTQ 
GEFVSLVVTG 
SADHVMVPVG 
VDGAAVKRVG 
KEMSFAARSV 
LGPDDDITLF 
YLT 

> RXA02 64 8 
DAPDLAEAWD 
IPFGDIIGEI 
RLVADRIVQF 

> RXA02653 
MIPKPDVTDL 
RELYPSIVER 
GREPLTDLVR 
GQRHLAAVGR 
WAEKLTSDPA 
LTFVDAVKDT 
SRDELDRISA 
HLHGYAAKDR 
TSAGYAESFT 
DGCGVTLAEV 
GAYCIEDELI 
DDI DAD 

> RXA02658 
MSQNRIRTTH 
NEGEYGHVTS 
RALFSEAYED 
AALSPGSAAR 

> RXA02 68 7 
MSDAPTVVAY 
VAIENFVDGP 
QVKNWMATTI 
ARTRFVAVQA 
VFGTYRFHLD 
ADEWVRAASE 

> RXA02717 
MPPRDDAAEE 
LVNHTREEMK 
EFREFDLGIA 
ADPIHGAKPI 
GIEYSTNMAE 



LVLREMCHSI 
WWRAEIAPKA 
RILPGSVLYE 
WHAVHAGYGG 
VVNINGHDSD 
AQTGI PRSLI 
VDTLAKTLRE 
TTLTPEQQVL 
RLGWNADDIP 
EHGENWLSMA 



SHLSSPTGSI 
GDRYGFSLFD 
LHVGTFSEDG 
PAGLKKLIDA 
EVRNYILDAA 
AESELNDPKF 
VFEHTGNYST 
KAAIIYSSPY 
SPELESTFTS 
NGRGRILANF 



FTSLVAMLTS 
GSSWSKTLPD 
TFEGVVDKLP 
SHQAGIAVYL 
RQWFEDFHVD 
VTSREAGGFG 
YRGRNHGRPV 
TPMLFMGEEF 
SKLDWEFTAE 
SDDTITVPLG 



QSFSVWAPLP 
PRSTSQPDGV 
YLRDLGVTAI 
DVVYNHFGPD 
GLRLDAVHSL 
LDAQWVDDIH 
HPDITPASRF 
GATTPFAFFC 
QRRINDAYKQ 
GELI YSFTSP 



KEQTRLHICW 
EGSVIYPGVV 
ESLVEGARIA 



LQSSVDDVIK 
EAVRSTPGNI 
TDVDLLKKGM 
GLTVQLDA 



AKSPQEAVDA 
RPGTSLADVK 
RAAELFGLER 
NEFAIRGVDL 
PSNRAEDSTP 



TSRIARRLAK 
STDGGLNYAS 
ITQMFFDVED 
SLVRAANGNE 
APAWGAEHGQ 



HDVHLILNGE 
HGLSEVSDDS 
ELLPVQPFGG 
GNYNGQFGPY 
DDRGAYSLLA 
HALHALVSGE 
VTYTTTHDQT 
SHTDPELNRL 
LLHLRHTLGF 
TVTDTSTTLQ 



QDVRSYKIRG 
QKRDRIMVHG 
ILSQLTSMGK 
PITLETVDPF 
PAGALSIAGL 
GQLRHFLEDI 
RLEPGTPEYE 



GSWHGPHVTD 
SHSINAVEHP 
SKELF 



DEEWGMGATW 
GVVDITHLHR 
LDVAADGTVQ 
TPPLPARLEP 
I FFARKANKG 
IENGVIISVD 
PGVDIVGLHV 
WIRYQSAKSA 
LHIEPGRSLL 
VGEEIEAYLV 
KNVVWPEGQL 



RQVDLGIDIL 
ELTSFSDRRD 
NAAGATDGFV 



VRHGTAQFAV 
TLATHPVGYQ 
LVDDVADVRG 
TRIESRPTRK 
QTDQLAKLHK 



QPLTTLVHLT 
ELIDLIKSTP 
YLRLRDRLVA 
EANKDEIRKV 
DAVR 



(1-1269, translated) 423 residues 
ADIQTAQARI SSVIAPTPLQ YCPRLSEETG AEI YLKREDL 
EQRDAGIVAA SAGNHAQGVA YVCKSLGVQG RIYVPVQTPK 
NNFDEASAAA HEDAERTGAT LIEPFDARNT VIGQGTVAAE 
GGGLLAGVVS YMADMAPRTA IVGIEPAGAA SMQAALHNGG 
DLNYTI VEKN QGRVHMMSAT EGAVCTEMLD LYQNEGIIAE 
VVCIISGGNN DVLRYAEIAE RSLVRRGLKH YFLVNFPQKP 
EYLKRNNRET GTALVGIHLS EASGLDSLLE RMEESAIDSR 



(1-525, translated) 175 residues 
QINPEPSVKD YLDWIGTRID AINSAVKGLP 
LRAEVGGFSF EGASPRHAHE WRVWEENKLP 
AKLVGPENVI ASTDCGLGGR LHSQIAWAKL 

(1-1998, translated) 666 residues 

YLEDLLNEGS EKIRSAKDLS ELRTVLKEVS SQIQERAGKK 

ASYEGRDSLI GFDHLAREME RLAFGPPSES FEYLQELVKS 

ELEITVVI DA VLPPPGVVPG TLVHNLVKEG YARMRPGTRG 

MTEDVVLGND TLSRSLHDI I PKWARRV I RD ASTYPDRVHG 

TCRHLIEEFG SPVNVLHSGS MPRNINELVD AGIQMGVDTR 

GHGVDVASER ELSQVLNRGV PGERI ILSAA I KPDRLLALA 

LVGDRVARVA PRVAPDPAVL PPTRFGERAA DWGNRLTEVI 

ALALQECCQL VDSLRECGHS PQFIDLGGGV PMSYIESEED 

WKDDPLSNTY PFYQTPVRGN WLKDVLSKGV AQMLIDRGLR 

AFVKTRSDGL PLVGLAMNRT QCRTTSDDFL IDPLHITDGD 

LRRRIRFPRG VKPGDIIGIP NTAGYFMHIL ESASHQIPLA 



(1-684, translated) 228 residues 
VGSLPRTPEL LDANIKRSNG EIGEEEFFQI 
GAVDFGAWWN YSFTRLGGLT MTDTDRWASQ 
PVSGIFTGRA SVGNPEFTGP ITYIGQEETQ 
LTNKFYDTDE EVVAACADAL SQEYKIITDA 

{1-945, translated) 315 residues 

LGPAGTFTEE ALYKFADAGV FGDGEIEQLP 

VTPTFDALDQ GSNVQI IAEE ELDIAFSIMV 

PDAMYLSASS NGAGAQMVAE GTADAAAAPS 

QAAVSEPTGH DRTSVIFSLP NVPGSLVRAL 

ISGHIRDIPV AEALRALHLQ AEELVFVGSW 
GRKLN 

(1-882, translated) 294 residues 

RLYRAAEVFH DLGASFVSVT YGAGGSTRER 

AILREYLELG LTNLLALRGD PPGDPLGDWV 

SFPEGHFRAK TLEEDTKYTL AKLRGGAEYS 

IPGIMPITSL RSVRRQVELS GAQLPSQLEE 

RLIAEGAEDL HFMTLNFTRA TQEVLYNLGM 
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> RXA02754 (1-486, translated) 162 residues 

PTNTKIVVSS DLDEFAIAGL RGEPVDVFGV GTSVVTGSGA PTAGLVYKIG EVAGHPVAKR 

SRNKESYGGG KKAVRTHRKS GTAIEEIVYP FNAEAPDTGK LDTLSLTIPL MRDGEIVPGL 

PTLEDSRAYL AKQLVSLPWE GLALSRDEPV LHTRFVGFPP AA 

> RXA02758 (1-435, translated) 145 residues 

MGYQTAVVSG GFIQVLEGLA EELELDYVRA NTLEIVDGKL TGNVTGKIVD RAAKAEFLRE 

FAADSGLKMY QTVAVGDGAN DIDMLSAAGL GVAFNAKPAL KEIADTSVNH PFLDEVLHIM 

GISRDEIDLA DQEDGTFHRV PLTNA 



> RXA02759 (1-111, translated) 37 residues 
VLRLYPTLIT GEVIEMLAAH AGKEAKVAAV TERAMRG 



> RXA02768 (1-603, translated) 20 
LSFDPNTQGF STASIHAGYE PDDYYGS INT 
VALEQTVAAL EGAKYGRAFS SGMAATDILF 
WGVEYTVVDT SVVEEVKAAI KDNTKADLGG 
LTTPSHSPYL QXPLKXXXHT Q 



1 residues 

PIYASTTFAQ NAPNELRKGY EYTRVGNPTI 

RIILKPGDHI VLGNDAYGGT YRLI DTVFTA 

NPNQPSTLAL PDIEAXCKTS PERHQPQACC 



> RXA02771 (1-555, translated) 185 residues 

VSEQALSTFD RAREALDKKT RYVQDFPEKG VLFEDLTPVL GDAESFVAVV DAMAEAAEKL 

NAEI IGGLDA RGFLLGSAVA YKLGLGVLAI RKKGKLPPPV VTQEYELEYG TAALELPSEG 

IDIAGKNIVL IDDVLATGGT LGAARKLIES CDGHVSGYVL AIEVPGLGGR DNLGDRPVIV 
VRDPQ 



> RXA02772 (1-780, translated) 260 residues 

MSARLARSLT GNRVRTNPVL DPLLSIHRQF HPRADVQVLE RAYDTAERLH DGVIRKSGDP 

YITHPLAVAT IAAEIGMDTT TLVAALLHDT VEDTDYSLDD LTRDFGEEVA RLVDGVTKLD 

KVALGAAAEA ETIRKMIVAM SQDPRVLVIK VADRLHNMRT MRFLPPEKQA KKARQTLEVI 

APLAHRLGMA SVKWELEDLS FAILYPKKYE EIVRLVADRA PSRDRYLKEI IDQVTGGLRE 
NNIAAEVLGX XKHSGLSFKR 



> RXA02773 (1-162, translated) 54 residues 

MIVRGRDFDD I FDLVGIRXL XDNVNNWVRR XRCRALXXQC SXWXXQRLYF SPAL 



> RXA02790 (1-1143, translated) 381 residues 

MEPVYVKRRQ RFIAVTIASL ILIIGAIIYI GVATSNRTPH DYEGSGNGVV QLVEIPEGSS 
ISELGPELEE RDIVATNSAF QTAASNNPNA GSVQPGFYRL QEQMNAAAAV SALLDPDNQV 
DLLDIHGGAT LMDVTVVGGN TRAGI YSQIA AVTCTEGSAN CITAEDLQQV ASTVSPAELG 
VPDWAIAAVE ARGTDPKRLE GLIMPGQYVV DPSNDAQGIL TDLITRSANH .FQETDITGRA 
DAIGLTPYEL VTAASLIERE APAGDFDKVA RVILNRLAEP MQLQFDSTVN YGLSEQEVAT 
TDEDRQTVTP WNTYAMDGLP QTPIAAVSTE ALQAMENPAE GNWLYFVTID TDGTTVFNDT 
FEEHEADIEQ ALNSGVLDSN R 



> RXA02791 (1-828, translated) 276 residues 

LGSHITHRAA VLGSPIEHSK SPVLHNTGYK ALGLDQWEYD RFECTGDMLP GIVSGADETY 
CGFSVTMPSK FAALEFADEV TERACAIGSA NTLLRTATGW RADNTDVDGI RGALGELLGG 
ASLAGKHAIV IGSGGTARPA IWALIEAGVA RITVLNRSDR TAELQTLFDE TPTTLAYAPL 
EHLHIEADVV VSTVPSAAIA GLEDTLAIAP VLDVIYDPWP TPLVEVTRAK GLKAVGGHVM 
LAHQSYGQFE QFTGMDAPRD AMREALEESL GISEEH 



> RXA02801 (1-435, translated) 145 residues 

VGFDVARVRG LYTSLGDGWT YLNSHQI PQV PERVASGVAA AFRTHAQISE VTSQPIAVDQ 
LEAAREAVAS LAGVDPDCVV LGPTRQFLAH TLARGLGGFV RRKAGVVLSR ADADWLTAPF 
RSLDGVFSWA EPDLGTGMLP DWQYQ 

> RXA02802 (1-468, translated) 156 residues 

MAMEALKI IT GVGTPLIGKL GYYSSLDGTW EYIPVVGSPE VLERVLGSAG VSGISGGFGE 
VLDVPRVSAL VDGVSLIDVR EPSEFSAYSI PGAHNTPLSA IREGAIPPSV SAGKEVIVYC 
AAGVRSAQAI AILESAGYTG MSSLDGGIEG WLDSLG 
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> RXA02805 (1-585, translated) 195 residues 

VFPGVVDGIS HYGNCLGLPN IGGETVFDDS YAGNPLVNAL CVGTLKVEDL KLAFASGTGN 
ICVILFGSRTG LDGIGGVSVL GSASFEEGEE RKLPAVQVGD PFAEKVLIEC CLELYKAGVV 
VGIQDLGGGG LACATSELAA AGDGGMRVNL DNVPLRAENM SAAEILASES QERMCAVVTP 
ENVERFLEIC AKWDV 

> RXA02814 (1-471, translated) 157 residues 

AKNLEEHSYV VNHLRTILEP LCSQFDAPTV PELTKTNEMW HLATPIVGTL KYPHITALEL 
AIRTHPTPAI CGTPTDAAEA LI IEAESPRN FYAGAAGWCD STGDGEYMVA IRCAEVSEDG 
TWARAWAGGG IVAESDAQEE FDETTAKLQT IMRSLGL 

> RXA02843 (1-891, translated) 297 residues 

MTTASATGIA TLTSTGDVLD VWYPEIGSTD QSALTPLEGV DEDRNVTRKI VTTTI DTDAA 
PTDTYDAWLR LHLLSHRVFR PHTINLDGIF GLLNNVVWTN FGPCAVDGFA LTRARLSRRG 
QVTVYSVDKF PRMVDYVVPS GVRIGDADRV RLGAYLADGT TVMHEGFVNF NAGTLGASMV 
EGRISAGVTV DDGTDVGGGA SIMGTLSGGG QHVISLGKRC LLGANSGCGI PLGDDCIIEA 
GLYITAGTKV LFDGSLHKAS TLAGSNGLIF RRDSVSGQVV AVPNTKVVEL NTALHSN 

> RXA02857 (1-513, translated) 171 residues 

MDITIVNHPL VASRLTLLRD ERSDNAAFRA AANDLGAMLI YEASRDLEVE HFDTKTPVAM 

AEGTRLKQPP IIVPIIRAGL GMIDPALSMI PDAQVGFIGL ARDEETHEPV PYLEALPQDL 

SNQPVFLVDP MLATGGSLLH AIRLLADRGA TDITAICMVS AQPGVDALAE S 

> RXA02879 (1-861, translated) 287 residues 

ELADYI PELK SADPNPLAVA LCTVNGHIYS AGDDDIEFTM QSISKPFAYA LALQECGFDE 
VSASVALEPS GEAFNELSLD GENRPMNPMI NAGAIAINQL INGSDSTVED RVEKIRHYFS 
ELAGRELTID RVLAESELAG ADRNLSIAHM LRNYGVIEDE AHDAVLSYTL QCAIKVTTRD 
LAVMT AT LAA GGTHPITGKK LLDARVCRLT LSVMASAGMY DEAGQWLSTV GIPAKSGVAG 
GLIGILPGQL GIATFSPRLN PKGNSVRGVK IFKQLSDDMG LHLMSTE 

> RXA02903 (1-483, translated) 161 residues 

VSKLKGSRSL LDVGSGDHSF ADLAGRQVAH VDVVDPLINT TFEEFQPTQS YDAITFIASL 

HHMNAEEGLN KAVRILNPGG KLLIVGLAKN KTASDWIISG LQAFLSRPIS LINREQQIYP 

FPTKEPSESL HEIRQLTKQL LPHRRIRRGI HFRYLLEWTK P 

> RXA02906 (1-498, translated) 166 residues 

MTQSAPEFIA TADLVDI IGD NAQSCDTQFQ NLGGATEFHG I ITTVKCFQD NALLKSILSE 
DNPGGVLVID GDASVHTALV GDI IAGLGKD HGWSGVIVNG AIRDSAVIGT MTFGCKALGT 
NPRKSTKTGS GERDVVVSIG GIDFIPGHYV YADSDGI IVT EAPIKQ 



>RXN00023 

MTSMNLPIEL 

VVRTEDREAA 

HMIVDARDKQ 

IKVSSVASQI 

KRLLSNPELH 

HVHAQITGWP 

ERGVADRVEF 

ENFMSAIFDL 

FINEPDTNPA 

ARPARERAEI 

LDDVDNAEFT 

LWEAGVPREV 

GKNAIVVTPS 

LIVDWPTNPS 

PGTFFHLTEV 

AYVNRGITGA 

KLDLPGEELE 

RETARALLAA 

SSVRVRYLGK 



TRANSLATE o 
ATLSDQAVDK 
AHALYELGKI 
FAKAVAEIQS 
SMWGFEDTVN 
ELEAGIVLQA 
VATEPSKQAT 
EMLQGMASDQ 
DADNPSFKRE 
LIQNQQWATK 
LYKTAEILRV 
PDRVVVVTPP 
LHCIYPANRD 
ADRDLAVADL 
ATVGPLTELP 
FGPVLGLMKA 
IVQRQSFGGW 
WLEKANASDE 
RRAGVTPRVL 
VSDTVRERLS 



f: rxn00023, 
VRSWLEYSKK 
APSTMSFLDR 
DGHRLNINLL 
YVVEQLTPLY 
YLPDALGAIQ 
DANYKRVLYW 
ARAVSVDVGE 
ESRFRASISD 
AVATAAEPGW 
RRGHLISVTA 
WNFPIAIPAG 
VGCALISHEH 
VKSAFGHAGQ 
SDKLHHALTT 
TDLNEAIEFQ 
KKSSVGLGSK 
TAWNTEFGSP 
QTPGVSEQVR 
VRPEVVLLDD 



seq check: 
ESVPNADAKR 
AQIQAGSLVG 
GEAVLGRKEA 
IEAARAPKGT 
DLAQFGRERV 
TMRKENMEGL 
LLLYVPAVRP 
LATLI DVPAP 
LEKQTKPEVL 
AEVGKAVEQT 
STFAALAAGA 
VDRVILTGSS 
KCSAASLGIL 
LEEGESWLLK 
NGNDFGLTGG 
AGGPNYVMLM 
RDPSGLDVEA 
EVLSAAGVSA 
AVTASGRVEL 



8571 from: 
LAAVLQDPNG 
RALPQVVVPA 
AKHLDDTVRL 
KFINLDMEEY 
NTGGAGVKVR 
RLGVAGHNLF 
QEFDVAISYL 
GPNHTQDRSK 
EEGDVDKLIN 
DPEISEAIDF 
GVIHKPSKPS 
ETAAMFSSWR 
VGSVYESERF 
PRQLDDTGRL 
LQSLDADEVR 
GTWADAPSHH 
NIFRYRPAEV 
ETVDDSVFIS 
RYWLKEQAIS 



1 to: 3456 
LEFTVGFVDR 
ARARIRQMVG 
LRRPDVEYVS 
RDLRLTMEVF 
LVKGANLPME 
DIAFAHLLSV 
VRRLEENAAS 
ETLLDAPLVP 
DVRDAAEAWA 
ARYYAHLALE 
QHCSAAVVEA 
PELTINGETS 
RKQLVDAASS 
WSPGIKEGVK 
TWLDHVDVGN 
APRETNPLIS 
VLRLDDSATP 
NVLRGEYDEN 
MTLHRFGNPV 
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>RXN00076 TRANSLATE of: rxn00076.seq check: 5232 from: 1 to: 1371 
MTTPLRVAVI GAGPAGI YAS DLLIRNEERE VFVDLFEQMP APFGLIRYGV APDHPRIKGI 
VKSLHNVLDK PRLRLLGNIE IGKDITVEEL RDYYDAVVFS TGAVADRDLN I PGIEAEGSF 
GAGEFVGFYD GNPRFERSWD LSAQSVAVIG VGNVGLDVAR ILAKTGDELK VTEISDNVYD 
SLKENKATEV HVFGRRGPAQ VKFTPQELKE LDHSPTINVV VDPEDI DYDG ASEEARRASK 
SQDLVCQILE QYAIREPKDA PHTLQIHLFE NPVEVLQKDG KVVGLRTERT SLDGNGGVNG 
TGEFKDWPVQ AVYRAVGYKS DPIDGVPFDE NKHVI PNDGG HVLTAPGAEP VPGLYATGWI 
KRGPIGLIGN TKSDAKETTD ILIKDAVAGV LEAPKHQGEE AIIELLDSRN I PFTTWEGWY 
KLDAAERALG EAEGRERKKI VDWEEMVRQA REAPAIV 



>RXN00116 TRANSLATE of: rxn00116.seq check: 3330 from: 1 to: 1161 
MSNDFVVSRL RPFGETI FAT MTQRAVEAGA INLGQGFPDE DGPRRMLEIA SEQILGGNNQ 
YSAGRGDASL RAAVARDHLE RFDLEYNPDS EVLITVGATE AITATVLGLV EPGDEVIVLE 
PYYDAYAAAI AL AG AT RV A V PLQEVENSWD VDVDKLHAAV TKKTRMI I VN SPHNPTGSVF 
SKKALKQLAG VARA Y DLL VL SDEVYEHLVF DDQKHVSVAK LPGMWDRTVT VSSAAKTFNV 
TGWKTGWALA PEPLLEAVLK AKQFMSYVGA TPFQPAVAHA IEHEQKWVSK MSKGLELKRD 
ILRTALDKAG LKTHDSMGTY FIVADIGDRD GAE FCFELIE KVGVAAIPVQ AFVDHPKKWS 
SKVRFAFCKK EETLREAAER LKGIKKL 



>RXN00132 TRANSLATE of: rxn00132.seq check: 6992 from: 1 to: 1434 

MAQVMDFKVA DLSLAEAGRH QIRLAEYEMP GLMQLRKEFA DEQPLKGARI AGSIHMTVQT 

AVLIETLTAL GAEVRWASCN IFSTQDEAAA AIVVGSGTVE EPAGVPVFAW KGESLEEYWW 

CINQIFSWGD ELPNMILDDG G DAT MAV I RG REYEQAGLVP PAEANDSDEY IAFLGMLREV 

LAAEPGKWGK IAEAVKGVTE ETTTGVHRLY HFAEEGVLPF PAMNVNDAVT KSKFDNKYGT 

RHSLI DGINR ATDMLMGGKN VLVCGYGDVG KGCAEAFDGQ GARVKVTEAD PINALQALMD 

GYSVVTVDEA IEDADIVITA TGNKDI I SFE QMLKMKDHAL LGNIGHFDNE IDMHSLLHRD 

DVTRTTIKPQ VDEFTFSTGR SIIVLSEGRL LNLGNATGHP SFVMSNSFAD QTIAQIELFQ 

NEGQYENEVY RLPKVLDEKV ARIHVEALGG QLTELTKEQA EYIGVDVAGP FKPEHYRY 



>RXN00198 TRANSLATE of: rxn00198.seq check: 9286 from: 1 to: 549 

MYPNLFRTAT AHEEGEYI IT GDESADEIAA LGLAERAAGS TLGERKFAVN TVEFHGNNGH 

VTGLTGNQIR VVNGKREPIE GTEFPFEADL VLVALGFTGA EQGGLAHELG VGFDDRGRIL 

RDSEYRSPTN SRVYIAGDNG RGQSLIVWAI AEGRACAAAI DADLMGETAL PVAVAPQDVP 
LAV 



>RXN00262 TRANSLATE of: rxn00262.seq check: 6430 from: 1 to: 1074 

MLYLDNAATT SVRNEALEAM WPYLTGAFGN PSSPHEVGRL ASAGLEDART RVARI IGGRP 

TQVTFTSGGS EANNLAIKGA CLANPRGRHL ITTPIEHDSV LETAAYLERF HDFEITYLSP 

DHTGLISPEG LRKAVRPDTT LISIGYANNE VGTIQPIAEL AAVSSTPFHT DAVQAAHLTF 

DLGVDALSLS GHKFGAPKGI GVLWSKLPLE PVIHGGGQEK GRRSGTENVA GAIAFATALE 

LARAESYPDL GEFIEEVLTI PGAHLTGHPR MRI DGHASFL FDSIGSETVL LELERQGIVC 

SPGSACGSGE VSHVLLALGL EEDQARTAVR CTFSTTHSRE DALVAASALK SAVALIRG 



>RXN00351 TRANSLATE of: rxn00351 
MDDSNSFVVV ANRLPVDMTV HPDGSYSISP 
PEPFRTDTGV LLHPVVLTAS DYEGFYEGFS 
KFAEAVSQVA AHGATVWVQD YQLLLVPGIL 
EIVRGMLGAD LVGFHLVQNA ENFLALTQQV 
TADGRRVSVG AFPISIDVEM FGEASKSAVL 
AFEELLESGA LEADKAVLLQ VATPSRERID 
LHRSLSKNDL QVLYTAADVM LVTPFKDGMN 
GAYLCNPFDV ESIKRQMVAA VHDLKHNPES 
SGENS 



seq check: 7296 from: 1 to: 1455 

SPGGLVTGLSPVLEQHRGCWV GWPGTVDVA 

NATLWPLFHD LIVTPVYNTD WWHAFREVNL 

RQMRPDLKIG FFLHIPFPSP DLFRQLPWRE 

AGTAGSHVGQ PDTLQVSGEA LVREIGAHVE 

DLLKTLDEPE TVFLGVDRLD YTKGILQRLL 

HYRVSRSQVE EAVGRINGRF GRMGRPVVHY 

LVAKEFVANH RDGTGALVLS EFAGAATELT 

AATRMKTNSE QVYTHDVNVW ANSFLDCLAQ 



>RXN00355 TRANSLATE of: rxn00355.seq check: 5514 from: 1 to: 1020 

MHLGKLDQDS ATTILEDYKN MTNIRVAIVG YGNLGRSVEK LIAKQPDMDL VGI FSRRATL 

DTKTPVFDVA DVDKHADDVD VLFLCMGSAT DIPEQAPKFA QFACTVDTYD NHRDIPRHRQ 

VMNEAATAAG NVALVSTGWD PGMFSINRVY AAAVLAEHQQ HTFWGPGLSQ GHSDALRRIP 
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GVQKAVQYTL PSEDALEKAR RGEAGDLTGK QTHKRQCFVV ADAADHERIE NDIRTMPDYF 

VGYEVEVNFI DEATFDSEHT GMPHGGHVIT TGDTGGFNHT VEYILKLDRN PDFTASSQIA 
FGRAAHRMKQ QGQSGAFTVL EVAPYLLSPE NLDDLIARDV 

>RXN00365 TRANSLATE of: rxn00365.seq check: 223 from: 1 to: 627 

MILSPSKTFE LEIVEKAFRE GWVQPVIPSM STGLSVAVVG SGPAGLAAAQ QLTRAGHSVT 

VFERDDRLGG LMRYGVPEYK MENRWIDRRI EQMEAEGTTF QVGTSPRAAE LALFDAILLA 

TGTPVARELS VPGHDLNGIH AAMDYLTAQN RINEGDGEVS PINAKGKKVV I IGGGDTGTD 
CFGTALRQGA ESVTQFDIRP RAPFQRADS 

>RXN00367 TRANSLATE of: rxn00367.seq check: 6400 from: 1 to: 4530 

MKPQGLYNPA HEHDACGVAF IADIHGRPSR SIVDRALEAL RNIDHRGAAG AEKNTGDGAG 

ILMQIPDGFY REVSGIELPE AGEYATGIAF LPRGRMAMMD AQKEIERIAK QEGADVLGWR 

MVPFDSRDLG SMAEEAMPSF AQIFLTVPGK SGEDLDRVMF FIRKRCEREL GTTNGRDTVY 

FPSLSSRTII YKGMLTTLQL EGFFEDLGDA RLESAIAIVH SRFSTNTFPS WPLAHPYRFV 

AHNGEINTVR GNENWMRARE ALIKNDKLGN LSSVLPICTP EGSDTARFDE ALELLHLGGY 

SLPHAVAMMI PQAWEHNKTL SPELRDFYEY HSCLMEPWDG PAALAFTDGR FVGAVLDRNG 

LRPGRITITD SGLVVMASES GVLDLREESV VKRTRVQPGR MFLVDTAEGR I VEDEEIKQK 

LSEAQPYGEW IRDNFVHLDR LPQTRYNYMA HSRAVLRQRV FGITEEDVDL LLLPMARQGA 

EAIGSMGSDT PIAALSQRPR MLYDFFAQRF AQVTNPPLDS IREKPVTSMF TLLGAQSDVL 

NPGPDAARRI RLESPI I DNH ELATLINANA HGEWDSFGAA VISGLYPVAH HGAGMKAAIA 

RVRREVSEAI RNGKTLIVLS DRESDERMAP I PALLLTSAV HQYLVQQRTR TQCSLVVESG 

DAREVHHLAM LIGFGADAIN PYMAFETIDE LRMKGQLGDL SLDEASRNYI KAATTGVLKV 

MSKMGIATVS SYRGAQLADV TGLHQDLLDN YFGGIASPIS GIGLDEVAAD VEARHRSAFL 

PRPEEHAHRE LDLGGEYKWR REGEYHLFNP ETIFKLQHAT RSGSYEI FKD YTRKVDDQST 

RLGTIRGLFE FSTDRKPISV SEVEPVSEIV KRFSTGAMSY GSISAEAHEV LAIAMNRLGG 

MSNSGEGGED ARRFDVEPNG DWKRSAIKQV ASGRFGVTSH YLNNCTDIQI KMAQGAKPGE 

GGQLPPNKVY PWVAEVRITT PGVGLISPPP HHDI YSIEDL AQLIHDLKNA NPRARIHVKL 

VAEQGVGTVA AG VS KAHAD V VLISGHDGGT GASPLTSLKH AGGPWELGLA ETQQTLLLNG 

LRDRIRVQCD GQLKTGRDVV IAALLGAEEF GFATAPLVVE GCIMMRVCHL DTCPVGIATQ 

NPDLRSKFTG KAEHVVNFFT FIAQEVREYL AQLGFRSIDE AVGQAQVLRK RSGI PADSRA 

AHLDLSPIFH RPETPHFPTQ DVRCTKTQEH SLEKALDNAF IDKASDTITR AAAGVETSIV 

IDSSISNVNR SVGTMLGSAV SRVAGAQGLP DGTITLNLQG CAGNSFGAFI PRGITINLTG 

DANDFVGKGL SGGKIVIKPS AQAPKQLKNN PNI IAGNVLG YGATSGELFI RGQVGERFCV 

RN SCAT AWE GIGNHGCEYM TGGRVLVLGP VGENFGAGMS GGIAYLANSP DLNQKINGEL 

VDVVPLSADD LTWADELIAR HRELTGSETK LRAQDLVKIM PRDFQKVLNI IETAHAEGQD 
PAIKIMEAVS 

>RXN00371 TRANSLATE of: rxn00371.seq check: 9489 from: 1 to: 1794 

MTIAHKPEMA ETTGIETNQV SETIGVESLT HGNLRPVSSF EGQHEGQTEE LLPGKVIFVG 

AGPGNPDLLT VRAREVLGNA VRAITDEQVL SGVRAFVATE IPVPEDKLQA .AEDEYERICI 

EAKENGARRK PPRPAPPTAA EITEVSEATP AQIVELVQDA .JLSYGGDVIRL VTGNPLSSDA 

TLAEISAVSE AGLEFQVVPG MSLPATVPAF AGIALGSTYT ETDVNGQNLD WDQLASAPQP 

LVLQARVDDL SRIAQELKAR NMSLETPVSV TANGTTRLQR TYDTTLGLLH KLDAELSGPL 

VVTLGKGVDD RSKYSWWENR ALYGWRVLVP RAREQAASMS ARLSSHGAIP QEVPTISVEP 

PRN PAQMERA IKGIVEGRYQ WVVLTSVNAV KAVWEKITEF GLDSRSFAGV RIAAVGEKTA 

AEIRALGITP ELL PART RQN AQGLVDVFPE YFEELDPVGR VLLPRADIAT DVLVDGLTHL 

GWEVEDVVAY RTVRAAPPSA DIRDMIKTGG FDAVAFTSSS TVKNLVGIAG KPHPRTIVAC 

IGPMTAATAE ELGLRVDVMP EIAEVPELID ALAEHVADLR AKGELPPPRK KRRRRKAS 

>RXN00383 TRANSLATE of: rxn00383.seq check: 2070 from: 1 to: 1344 
MRFAIIGAGL AGLTAAYEIH KADPTAQIDV LEAGERIGGK LFTVPFASGP TDIGAEAFLA 
ARSDAVEFFT ELGLADSLVS PSAAKSQYFA GGALHAFPAG GVMGIPSNPP AGAQDTAFDW 
TPGQDISVGA LVRRQYGDEI VDTVVSSLLG GVYSSTADDL GVRASVPALA AALDQLAEAG 
EPVTLSAAVK AVEAQREAAK TTSETRPVFQ TFKGGYAELY EALAEQCGAD IHLDSFVSAI 
TKDGEGFAIK GGGEGTYDKV ILAVPAPTAA VLLRDLAPAA APHLRAIKLA SSAVVGMRFD 
SSEGLPDNSG VLVAVNEPGI TAKAFTFSSK KWPHLEARGG ALVRASFGRL GDEASARMDE 
DLLVDAALDD LLTITGFDGR AAGLGEIFVQ RWFGGLPAYG VDHIATVSAA RAEIAAVPGV 
E A I G AWAG G VG V P A V I A DAQAAVH RLLG 

>RXN00402 TRANSLATE of: rxn00402.seq check: 8345 from: 1 to: 600 
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TDEKDGKPVL 
IDTLSLRLER 
IKGGKDEAWA 
VGIETIDDII 



PYFVTPDAAY 
HNENAIKVAE 
FIDALKLHSN 
ADLEGGFAAI 



HGLKYADLGA 
FLNNHEKVEK 
LANIGDVRSL 



PAFGLKVRVG 
VNFAGLKDSP 
VVHPATTTHS 



LLRDTGSTLS 
WYATKEKLGL 
QSDEAGLARA 



A FN AW AA VQ G 
KYTGSVLTFE 
GVTQSTVRLS 



>RXN00403 TRANSLATE of: rxn00403.seq check: 6647 from: 1 to: 1131 

MPTLAPSGQL EIQAIGDVST EAGAIITNAE IAYHRWGEYR VDKEGRSNVV LIEHALTGDS 

N AA D WW A DLL GPGKAINTDI YCVICTNVIG GCNGSTGPGS MHPDGNFWGN RFPATSIRDQ 

VNAEKQFLDA LGITTVAAVL GGSMGGARTL EWAAMYPETV GAAAVLAVSA RASAWQIGIQ 

SAQIKAIEND HHWHEGNYYE SGCNPATGLG AARRIAHLTY RGELEI DERF GTKAQKNENP 

LGPYRKPDQR FAVESYLDYQ ADKLVQRFDA GSYVLLTDAL NRHDIGRDRG GLNKALESIK 

VPVLVAGVDT DILYPYHQQE HLSRNLGNLL AMAKIVSPVG HDAFLTESRQ MDRI VRNFFS 
LISPDEDNPS TYIEFYI 



>RXN00420 TRANSLATE of: rxn00420.seq check: 7740 from: 1 to: 1464 

MNSSHGTSSS GASAGAHGAL PLEAQKLNGW GRTAPTTAEV LTTPDLDI IV DAVRQVAEQN 

DSKPDYLKRG VIARGMGRSY GDPAQNAGGL VI DMQPLNKI HSIDPDSAIV DVDGGVTLDQ 

LMKAALPYGL WVPVLPGTRQ VTIGGAIGPD IHGKNHHSAG SFGDHVVSME LLVADGRILH 

LEPEGTAEDP QGDLFWATVG GMGLTGI IVR ARIRMTKTET AYFIADTDRT NNLEETVAFH 

SDGSEHNYTY SSAWFDVISP EPKLGRSTIS RGSLATLAQL EELAPKLAKD PLKFNAPQLM 

KVPDIFPSWT LNKLTLSAVG VAYYAMGAPA KNQVKNLTQF YQPLDLIGEW NRGYGSKGFL 

QYQFVVPTEA VEPFKDI IRD MQKSGHYSAL NVFKLFGPGN RAPLSYPMPG WNVCVDFPIR 

PGLGAFLDDL DKRVMEFGGR LYLAKESRTS AENFHAMYPG MEGWLKTRNE IDPTGVFASD 
MSRRLELS 



>RXN00435 TRANSLATE of: rxn00435.seq check: 2922 from: 1 to: 1173 

VGFDVARVRG LYTSLGDGWT YLNSHQIPQV PERVASGVAA AFRTHAQISE VTSQPIAVDQ 

LEAAREAVAS LAGVDPDCVV LGPTRQFLAH TLARGLGGFV RRKAGVVLSR ADADWLTAPF 

RSLDGVFSWA EPDLGTGMLP DWQYEKLVDG STRLVVLSAA HPLLGTVAPV GKIVDKVRAR 

SRAWVLVDAT TYAAYRPLRL DEWEADIVML DLGELGGPQI SALI FRDTSM FPRLDRTVPL 

ELPASSLPHG LLGGVPNLVR HLGNLDENAP SVVEAMGEMA KFHKGLFEHL VESLEGLHAV 

HIVGISGDAA GQDAPFLDRV PRLTFTMEGV PADMVYRRLV DNRLITTVSP ADPLLEAMGV 
TEAGGS ITIG LSPFSTYYEV DQLTRVLASL A 

>RXN00437 TRANSLATE of: rxn00437.seq check: 8249 from: 1 to: 456 

MNTDPAYVAE QTGKLI DAFL TTDPLEPLLD AAKNGVCTEA MGALVTFEGI VRDHDGGARV 

TSLTYTAHPT APQVLSAVAD SI VEKHPRTR LWTAHRTGAL KIGDAAFLVV AASAHRADAF 
AACSDLADAV KAQVPIWKEQ TRLDGSTDWV GL 

>RXN00439 TRANSLATE of: rxn004 39 . seq check: 3994 from: 1 to: 468 

MSELTHVRAD GSAHMVDVTG KNETSRTAVA EGFVKMRGDV VKQLFSAGLP KGDALPVARI 

AGIMGAKKTP DIIPLCHPLP LGKITVDFFE LTDGVRIEAS VKTRGVTGVE MEALTAVSTA 
ALTVYDMIKA VDKMAVIDGI RVLSKTGGKS GDWSVQ 



>RXN00441 
MSRSPEQHLA 
HLNGGTFAVG 
PQVEIPATPQ 
ITGGSEISEQ 
PDVIITSGGI 
TLVSFTLLVA 
FPPAGSSCHR 



TRANSLATE o 
EISALLPPQK 
PTIPAGHDPD 
GQFIRLQGSD 
HGPATI PDAN 
SHGKFEVFRQ 
PALNRQPLRH 
RLSDQDPGAD 



f: rxn00441. 
STFVNLREAL 
QWYPRGIEKD 
ITAGDEI IPA 
GPLLRSLCAR 
ILEGTPNSWF 
LDARITAPVQ 
YGGGKRHR 



seq check: 
GRRTFSAVTA 
IAPIMTGARL 
GTELNSVHIG 
NNIEVIAGLH 
GHVDQQPGGP 
GLQDNREQFL 



2659 from: 
QWDSPRFDNS 
PKNTAAIIPV 
VLASQSIKSI 
TNDDPERLRF 
QGISTFAETP 
RGTISYRNGP 



1 to: 1164 
QMDGFALGPS 
EKTTPGNFDA 
EVAAKPRVLI 
ELENAIDQYQ 
VISLPGNPIS 
RPRHASPGHQ 



>RXN00446 TRANSLATE of: rxn00446.seq check: 3948 from: 1 to: 864 

MGAVELREAL AEHLEVEFDQ VTVGCGSSAL CQQLVQATCA QGDEVIFPWR SFEAYPIFAQ 

VAGATPVAIP LTADQNHDLD AMAAAITDKT RLI FICNPNN PSGTTITQAQ FDNFMEKVPN 

DVVVGLDEAY FEFNRADDTP VATEEIHRHD NVIGLRTFSK AYGLAGLRVG YAFGNAEIIA 

AMNKVAI PFA VNSAAQAAAL ASLNSADELM ERVEETVEKR DAVVSALGAA PTQANFVWLP 
GEGAAELAAK LAEHGIVIRA FPEGARISVT NAEETDKLLR AWEAINAG 

>RXN00448 TRANSLATE of: rxn00448.seq check: 8725 from: 1 to: 1020 
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et No.: BGI-121CP 



VTTKDISRPV 
LQRAAAEDAL 
GSHPMAGTAN 
VVPSRVGPHD 
RAMCESNAGP 
ESVSPTITSS 



CILGLGLIGG 
IVLAVPMTAI 
SGWSASMDGL 
AAAARVSHLT 
LVKALDEALA 
RPVLRLHPGT 



SLLRDLHAAN 
DSLLDAVHTH 
FKRAVWVVTF 
HILAETLAIV 
ILHEAREGLT 
PNWEKQLIHA 



HSVFGYNRSR 
APNNGFTDVV 
DQLFDGTDIN 
GDNGGALSLS 
AEQPNIEQLA 
ETLGARIEVF 



SGAKSAVDEG 
SVKTAVYDAV 
STWISIWKDV 
LAAGSYRDST 
DNGYRSRIRY 



FDVSADLEAT 
KARNMQHRYV 
VQMALAVGAE 
RVAGTDPGLV 
EARSGQRRAK 



>RXN00450 TRANSLATE of: rxn00450.seq check: 3072 from: 1 to: 324 
VGVLPVQARI KDDERRMRHA LDIARQTPEG DVPVGAVIYA PTGEILATAT NRREADRDPT 
AHAEI IALRR AARRFSDGWR LSDCTAVVTL EPCSMCAGAL VGARIGRI 



>RXN00487 

VSLQTNHRPV 

SSVYAEGAPS 

HEGLEACHKV 

GQAVLTRFLT 

RAIGDRLTCV 

KAIGAEFIRS 

LPDDVEFKLV 

LRHADLIART 

ADWTRLPYEV 



TRANSLATE o 
LVVDFGAQYA 
LDAEILDLGL 
WMSHGDAVSE 
EIAGLEQNWT 
FVDHGLLRAG 
FERAVAGVLE 
EPLRDLFKDE 
ELTEAGLDGV 
LEKISTRITN 



f: rxn00487. 
QLIARRVREA 
PVFGICYGFQ 
APEGFVVTAS 
AANIAEELIE 
EREQVEKDFV 
EAPEGSTVDF 
VRAVGRELGL 
IWQCPVVLLA 
EVPDVNRVVL 



seq check: 
GIYSEVIPHT 
AMTHALGGTV 
SEGAPVAAFE 
KVREQIGEDG 
AATGAKLVTV 
LVQGTLYPDV 
PEEI VGRQPF 
DVRSVGVQGD 
DVTSKPPGTI 



2 4 50 from: 
ATADDVRAKN 
ANTGKREYGR 
NKERKMAGVQ 
RAICGLSGGV 
DERQAFLSKL 
VESGGGSGTA 
PGPGLGIRII 
GRTYGHPIVL 
EWE 



1 to: 1569 
AAALVLSGGP 
TDINVAGGVL 
YHPEVLHSPH 
DSAVAGALVQ 
AGVTEPEAKR 
NIKSHHNVGG 
GEVTEDRLET 
RPVSSEDAMT 



>RXN00488 TRANSLATE o 
MTTQSRVSTG GDNPNKVALV 
AMDTVTEARM AIGMARHGGI 
EVDDLCARFR ISGLPVVDEA 
EQALALLSAN KVEKLPI IAK 
ESFQRAGALA DAGVDILVVD 
EAGADAIKVG IGPGSICTTR 
KALAAGAN S V MLGSMLAGTA 
DRYFQSDVKS EDKLVPEGIE 
VQITSAGLKE SHPHHIQQTV 



f: rxn00488. 
GLTFDDVLLL 
GVLHRNLSIQ 
GKLVGICTNR 
DGKLVGLITV 
SAHAHSRGVL 
VVAGVGAPQI 
EAPGETITIN 
GRVPFRGPIG 
EAPNYH 



seq check: 
PDASDVVPSE 
EQAENVELVK 
DMRFESDMNR 
KDFVKTEQHP 
DMVSRVKKSF 
TAIMEAAVPA 
GKQYKRYRGM 
DIIHQQVGGL 



2147 from: 
VDTSTQLTRN 
RSESGMVTDP 
RVAEVMTPMP 
NASKDASGRL 
PKVDIVGGNL 
HKAGVPI IAD 
GSMGAMQGRG 
RAAMGYTGSS 



1 to: 1518 
IRLNTPILSA 
VTCTPDMSIQ 
LVVAEEGVTK 
LVAAGIGTGE 
AT RE AAQ AM I 
GGMQFSGDIA 
LSGEKRSYSK 
TIEELHNARF 



>RXN00508 
MNLLTTKIDL 
TLAEAMQLRD 
IKIDSGLHRS 
LALARKHGLE 
KVSVVKQIEA 
RVCMDQFVIS 
V 



TRANSLATE o 
DAIAHNTRVL 
IGISQEVLCW 
GVDEQEWEGV 
CPVNHVCNSP 
GQGTSYGLTW 
LGDNPHGVEA 



f: rxn00508, 
KQMAGPAKLM 
IWTPEQDFRA 
FSALAAAPHI 
AFLTRSDLHM 
RAEDRGFVAV 
GAKAVIFGEN 



seq check: 
AW KAN A YN H 
AIDRNIDLAV 
EVTGMFTHLA 
EMVRPGLAFY 
VPAGYADGMP 
GHDATDFAER 



3320 from: 
GVEKVAPVIA 
ISPAHAKALI 
CADEPENPET 
GLEPVAGLEH 
RHAQGKFSVT 
LDTINYEVVC 



1 to: 1083 
AHGADAFGVA 
ETDAEHIRVS 
DRQIIAFRRA 
GLKPAMTWEA 
IDGLDYPQVG 
RPTGRTVRAY 



>RXN00536 TRANSLATE o 
MSPNDAFISA PAKIETPVGP 
KKITVAPQWC AVDLRDGNQA 
REIIEKGMIP DDVTIQVLVQ 
VQVKKLAT DA AELIKTIAQD 
PMIINLPSTV EMITPNVYAD 
DRIEGCLFGN GERTGNVCLV 
YGGDLVFTAF SGSHQDAVNK 
RSRLRGCYPR ELPVRQGRRC 



f: rxn00536. 
RNEGQPAWNK 
LI DPMSPERK 
AREHLIRRTF 
YPDTNWRWQY 
SIEWMHRNLN 
TLALNMLTQG 
GLDAMAAKVQ 
LHHEDRSRSA 



seq check: 
QRGSSMPVNR 
RRMFELLVQM 
EACEGAKNVI 
SPESFTGTEV 
RRDSI ILSLH 
VDPQLDFTDI 
PGASSTEVSW 
DPSLHAG 



8919 from: 
YMPFEVEVED 
GFKEIEVGFP 
VHFYNSTSIL 
EYAKEVVDAV 
PHNDRGTGVG 
RQIRSTVEYC 
EQLRDTRMGG 



1 to: 1371 
ISLPDRTWPD 
SASQTDFDFV 
QRNVVFRMDK 
VEVMDPTPEN 
AAELGYMAGA 
NQLRVPERHP 
SLPAYRSKGC 



>RXN00537 TRANSLATE of: rxn00537.seq check: 1265 from: 1 to: 2286 
MSTFVNDTVE DAIKTPELDQ PFEALGLKDD EYARIKEILG RRPTDAELTV YSVMWSEHCS 
YKSSKVHLRY FGETTTEEMA SKILAGIGEN AGVVDIGDGN AVTFRVESHN HPSFVEPHQG 
AATGVGGIVR DIMAMGARPI AVMDQLRFGA LDNPDTQRVF PGVVDGISHY GNCLGLPNIG 
GETVFDDSYA GNPLVNALCV GTLKVEDLKL AFASGTGNKV ILFGSRTGLD GIGGVSVLGS 
ASFEEGEERK LPAVQVGDPF AEKVLIECCL ELYKAGVVVG IQDLGGGGLA CATSELAAAG 
DGGMRVNLDN VPLRAENMSA AEILASESQE RMCAVVTPEN VERFLEICAK WDVTCAEIGE 
VTDEKDRYVV VHNGEVVIDA PPSTIDEGPV YNRPVARPEN QDELQLEGEI ARPVDVEEIK 
AAWLKLVASP ALASRAFITE QYDRYVRGNT VQAKNANAGV LRIDEETNRG VAISADASGR 
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YTKLEPNTGA QLALAEAYRN 

KLLGI PVSGG NVSFYNQTGD 

DEFGGSIWQQ VSGAGLNGLP 

IHQKKGMDVD LSQIHPSLFT 

AVIAVKGADV EFTVSVEELR 



VVSTGARPVA VTNCLNFGSP 
EPILPTPVVG VLGVLDNVEQ 
PVVDLLNEQR LADLFVGSDL 
SLFAESASRI VVATNRGEEL 
EAWTNTLPEA FGHAVGANAV 



ENAGVMWQFK EAVHGLADGS 

SIGNVLPSED NDLYLLGETF 

FAASHDLSEG GLGQTLAELA 

EKRAAELGVP VFKLGCTNDS 
VA 



>RXN00558 TRANSLATE of: rxn00558.seq check: 6587 from: 1 to: 1347 
VVKKPAGIAV GDGEQILVFK DLGLVSQVFD QPILESLRGN IAIGHTRYTT AGGNTWENAQ 
PMFRMAPDGT DIALGHNGNL INYIELLDKA TELGLVDPAK KPSDTDVLTG LLASGVHDGN 
NLFDSAKELL PSVKGAYCLT FTDGHTLYAA RDPFGIRPLS IGRLERGWVV ASETAALDIV 
GASHVREVEP GELIAIDESG LKSARFAETT RKGCVFEYVY LARPDSVIKG RNVNEARLEI 
GRKLAAEAPA VGDLVIPTPE SGTPAAVGFA QASGIPFGQG MVKNAYVGRT FIQPSDTLRQ 
LGIRLKLNPL REVIAGKRLV VVDDSIVRGN TQRAVIRMLR EAGAAEVHVR IASPPVKWPC 
FYGIDFATPG ELIANAVTSD NEAEMVEAVR SAIGADTLGY VSIDSMVAAT EQPANELCIA 
CFDGKYPMGL PQGNSNADLV RKMQATASS 

>RXN00618 TRANSLATE of: rxn00618.seq check: 4181 from: 1 to: 1107 
MQMLDRVHRR RREGKDTLMF CAGQPSTGAP EAVIEEAEIA LRSGPLGYTE VIGDREFRER 
IADWHSATYD VDTNPDNVIV TTGSSGGFVA SFIATLDHGD YVAMPTPGYP AYRNILESLG 
AKVLNLRCTA ETRFQPTAQM LEELPHKPKA VIVTSPGNPT GTIIDPEELE RIAKWCDDND 
AVLISDEDYH GMSFGRPLAT AHQFSKNAIV VGTLSKYFSM TGWRVGWIIV PDELVTPIEN 
LQASLSLCAP AIGQAAGRAA FTLEAGAELD AHVEAYREAR EVFVDKLPEI GLGTFADPDG 
GLYLWVDVSA YTDDSEEWAL RLLDEAGVAV APGVDFDPEE GHKWIRLSLC ASKEDTIEGV 
RKIGEFIKK 



>RXN00626 TRANSLATE of: rxn00626.seq check: 4739 from: 1 to: 1263 

MRILVIGSGA REHALLRGLS TDPATTELHV APGNAGLGSI ATVHPGIKAD DPEAVTALAK 

ELNSDLVVIG PEIPLVAGVA DALRAAG I AV FGPNKDAARI EGSKAFAKDV MAAQGVRTAH 

AETITPGASS EDIDAAIDRF GPTWVVKDDG LSAGKGVVVT PDRAAARAHV DAVLEGGNPV 

LLESFLDGPE VSLFCLVDGE TVVPLLPAQD HKRAYDNDEG PNTGGMGAYA PLPWLPEDGV 

QRIVDEVCVP VAREMVARGC AYSGLLYAGI AWGAEG PAW EFNCRFGDPE TQAVLALLKT 

PLAVLLNAVA TGTLAEQPAL EWE DAY ALT V VLASYNYPEA PRTGDVIRNA DADNVLHAGT 

ALNAEGELVS AGGRVLNVIG VGETLEAARD NAYTTIKDIE LEGSHYRSDI ALAALEGRIS 
I 



>RXN00636 TRANSLATE of: rxn00636.seq check: 8124 from: 1 to: 1029 

MMI DTPAVLI DRERLTANIS RMAAH AG AH E IALRPHVKTH KIIEIAQMQV DAGARGITCA 

TIGEAEIFAG AGFTDIFIAY PLYLTDHAVQ RLNAIPGEIS IGVDSVEMAQ ATAGLREDIK 

ALIEVDSGHR RSGVTATASE LSQIREALGS RYAGVFTFPG HSYGPGNGEQ AAADELQALN 

NSVQRLAGGL TSGGSSPSAQ FTDAI DEMRP GVYVFNDSQQ ITSGACTEKQ VAMTVLSTVV 

SRNVSDRRII LDAGSKILST DKPAWIDGNG FVLGNPEARI SALSEHHATI FWPDKVLLPV 

IGEQLNIVPN HACNVINLVD EVYVREADGT FRTWKVVARG RNN 



>RXN00667 TRANSLATE of: rxn00667 

MIALKSMSNR VVQKPKMKAP LPIRDGLNPS 

DNAEALQARF DADLVVNHYG EPYAPDTMVQ 

LVIDKPPYLA TMPRGRHITE TALVKMRVLT 

YQTLFARREA SKTYEAIAEF VPGLLDDGPA 

VTPVEDAEQS ILEEMHGPLP RQARYVLAPS 

DDEDYTTPMH LIARTLTFVD PQTNEERTFV 



seq check: 6088 from: 1 to: 1014 
RVRLPLDAAP IRAIDFVEYL ISTQRHRNPA 
PDDDIWFYRM PAAERPI PYK IHVIHEDDDI 
GNNDLTPAHR LDRLTSGVLV MVKKPELRGA 
IWESRIEKER GIVQAFVVEG PVNARTELVS 
TGKTHQLRIH MRDFAAPILG DPLYPVLHAV 
SNRPTGSL 



>RXN00708 TRANSLATE of: rxn00708 
MTLSLPPIGF GTVHLDGAPG VEAIATAIDA 
LIVTSKLPGR FHARDLGRVR IEESLYRLNL 
AGLVKHIGVS NFLPNHIDRL RRETGELPAV 
LSNGRGLVEE PLLKEIGERY GVGSGEIALA 
IDEDVQAITA LARKNGRIKD QDPAVYEEF 

>RXN00770 TRANSLATE of: rxn00770 
LLSPYAWGLS RALLDSYVPN KFQTPAGEAK 
ELFAPMAKRA TRPEVLGNLG GFAGLFELGK 



seq check: 9995 from: 1 to: 807 

GYRLIDTAYN YENEGTVGKA VRESGVPREE 

DYI DLLLIHW PNPSKDLYVE AWETLIEVRD 

NQIELHPYFP QVEQVDFHDE LGIITEAWSP 

WHHARGIVPI PRSTNPARQR SNLEAVKISL 



seq check: 6183 from: 1 to: 1170 
YTMSDHQDTT AEGVSYAAAG VDIEAGDRAV 
YKKPILAAGS DGVGTKLVIA QMMDKHDTIG 
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I DLVAMCVDD LVVTGAEPLF 
HPGVMEPDHY DVSATAVGVV 
AGLALDGHIE ELGRTLGEEL 
EGLVAEMSRA TWTPGQIFRT 
RHI DCWEIGT VRNGEEGEPR 



LQDYIAIGKV VPEHVAEIVS 

EADELLGPDR VRAGDVLIGM 

LEPTRI YAKD CLALIAECEV 

ISSVGKVSRE EMEKTFNMGV 
VILNGEHPGY 



GIAEGCVQAG CALLGGETAE 

ASSGLHSNGY SLARHVLLEK 

HTFCHVTGGG LAGNLERVVP 

GMVAVVAEKD RDRALAMLTA 



>RXN00954 TRANSLATE of: rxn00954.seq check: 8841 from: 1 to: 621 

AVKWFEASNF TFLFAPAYNP AIAHVQPVRQ ALKFPTI FNT LGPLLSPARP ERQIMGVANA 

NHGQLIAEVF RELGRTRALV VHGAGTDEIA VHGTTLVWEL KEDGTIEHYT IEPEDLGLGR 

YTLEDLVGGL GTENAEAMRA TFAGTGPDAH RDALAASAGA MFYLNGDVDS LKDGAQKALS 
LLADGTTQAW LAKHEEIDYS EKESSND 

>RXN00956 TRANSLATE of: rxn00956.seq check: 8058 from: 1 to: 1137 

MTEKENLGGS TLLPAYFGEF GGQFVAESLL PALDQLEKAF VDATNSPEFR EELGGYLRDY 

LGRPTPLTEC SNLPLAGEGK GFARI FLKRE DLVHGGAHKT NQVIGQVLLA KRMGKTRI I A 

ETGAGQHGTA TALACALMGL ECVVYMGAKD VARQQPNVYR MQLHGAKVI P VESGSGTLKD 

AVNEALRDWT ATFHESHYLL GTPAGPHPFP TIVREFHKVI SEEAKAQMLE RTGKLPDVVV 

ACVGGGSNAI GMFADFIDDE GVELVGAE PA GEGLDSGKHG ATITNGQIGI LHGTRS YLMR 

NSDGQVEESY SISAGLDYPG VGPQHAHLHA TGRATYVGIT DAEALQAFQY LARYEGIIPA 
LESSHAFAYA LKRAKTAEV 



>RXN00957 TRANSLATE of: rxn00957.seq check: 8921 from: 1 to: 1554 

MSTNPHVFSL DVRYHEDASA LFAHLGGTTA DDAALLESAD ITTKNGISSL AVLKSSVRIT 

CTGNTVVTQP LTDSGRAVVA RLTQQLGQYN TAENTFSFPA SDAVDERERL TAPSTIEVLR 

KLQFESGYSD ASLPLLMGGF AFDFLETFET LPAVEESVNT YPDYQFVLAE IVLDINHQDQ 

TAKLAGVSNA PGELEAELNK LSLLI DAALP ATEHAYQTTP HDGDTLRVVA DI PDAQFRTQ 

INELKENIYN GDIYQVVPAR TFTAPCPDAF AAYLQLRATN PSPYMFYIRG LNEGRSYELF 

GASPESNLKF TAANRELQLY PIAGTRPRGL NPDGSINDEL DIRNELDMRT DAKEIAEHTM 

LVDLARNDLA RVSVPASRRV ADLLQVDRYS RVMHLVSRVT ATLDPELDAL DAYRACMNMG 

TLTGAPKLRA MELLRGVEKR RRGSYGGAVG YLRGNGDMDN CIVIRSAFVQ DGVAAVQAGA 
GVVRDSNPQS EADETLHKAY AVLNAIALAA GSTLEVIR 



>RXN00969 TRANSLATE of: rxn00969.seq check: 5693 from: 1 to: 1335 
MTSASAPSFN PGKGPGSAVG IALLGFGTVG TEVMRLMTEY GDELAHRIGG PLEVRGIAVS 
DISKPREGVA PELLTEDAFA LIEREDVDIV VEVIGGIEYP REVVLAALKA GKSVVTANKA 
LVAAHSAELA DAAEAANVDL YFEAAVACAI PVVGPLRRSL AGDQIQSVMG IVNGTTNFIL 
DAMDSTGADY ADSLAEATRL GYAEADPTAN VEGHDAASKA AILACIAFHT RVTADDVYCE 
GIRNINAADI EAAQQAGHTI KLLAICEKFT NKEGKSAISA RVHPTLLPVS HPLASVNKSF 
NAI FVEAEAA GRLMFYGNGA GGAPTASAVL GDVVGAARNK VHGGRAPGES TYANLPIADF 
GETTTRYHLD MDVEDRVGVL AELASLFSEQ GISLRTIRQE ERDDDARLIV VTHSALESDL 
SRTVELLKAK PVVKAINSVI RLERD 



>RXN0102 6 TRANSLATE o 
MTSPVENSTS TEKLTLAEKV 
RKLRHPELHL ATEDHNVPTE 
QGIVHTVGPQ LGATQPGMTI 
TMAIEVTGEL QPGVSSKDLI 
E AG ARAGM I A PDQTTFDYVE 
TPFITWGTNP GQGLPLGESV 
GSCTNARIED LQIAADILKG 
AGCSMCLGMN PDQLKPGERS 
LRKARKQWKN LPPTPALAFH 
SSTPTPTRTA PFS 



f: rxn01026. 
WRDHVVSKGE 
GIKTGSLLEI 
VCGDSHTSTH 
LAI IAKIGTG 
GREMAPKGAD 
PSPEDFTNDN 
HKIADGMRMM 
AFTSNRNFEG 
CSDPTWTPTR 



seq check: 
NGEPDLLYID 
NDKISRLQVS 
GAFGSMAFGI 
GGQGYVLEYR 
WDEAVAYWKT 
DKAAAEKALQ 
VVPSSTWIKQ 
RQGPGGRTHL 
SSQPSTSSAS 



8609 from: 
LQLLHEVTSP 
TLRDNCEEFG 
GTSEVEHVMA 
GEAIRKMSMD 
LPTDEGATFD 
YMDLVPGTPL 
EAEALGLDKI 
VSPAVAAATE 
PGPASKTDCF 



1 to: 1659 
QAFDGLRMTG 
VRLHPMGDVR 
TQTLPLKPFK 
ARMTMCNMSI 
KVVEIDGSAL 
RDIKI DTVFL 
FTDAGAEWRT 
SADPVLTCRY 
PTGAKTTPTL 



>RXN01027 TRANSLATE of: rxn01027.seq check: 2562 from: 1 to: 1008 

MANKNNKPHE VDKDQDSAML INGRLQQI PA RPTEEFTRPT LAAGAVLWRG DITNPDSIEV 

AVIHRPHYDD WSLAKGKVDP GESI PTTAAR EILEETGYDI RLGKLIGKVT YPVLDRTKVV 

YYWTAQVLGG EFVPNDEVDE IRWLSVDEAC ELLSYQVDTE VLAKAAKRFR TPSTTRVLYV 

RHAHAHGRQT WGGDDNKRPL DKKGRRQAEM LVPMLLPFKP TAI YSAVPDR CQATALPLAD 

ELGLDVSVNR LFGDDAWETD PEACKKRFTD VVAQGGVPMI VGQGDIIPEM IKWFSENGTL 
PIDEKIKAKK GSVWVLSFHD GVFTGADYLA SSLPVK 
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>RXN0107 9 TRANSLATE o 

MDFHALNALL NLYDDNGKIQ 

PIVLDKYDFQ FIKDLFKRAY 

ALTLADGDRA LAENLVDEIM 

INSALQLSKR GGGVALLLSN 

AGAVYLNAHH PDILSFLDTK 

VERIYGKPFA DVSITEHYDE 

ASNPIEGRIT HSNLCSEILQ 

TIETEIRGLT AVPEQTSIDS 

TNAYFAAVLY QCLRASNQIA 

AKSNIHTPTV EDWAALKADV 

EGKIGRVYYP APHMDNDNLE 

RDINRAQIYA WRKGIKTLYY 



f: rxn01079. 
FEKDREAANQ 
GFKFRFQSFL 
SGRFQPATPT 
LREAGAPIKK 
RENADEKIRI 
MVDDDRIRKT 
VSTPSEFNDD 
VPSIRKGNEA 
TERGERFKNF 
MEHGLFNRNL 
YFEDAYEIGY 
IRLRQVALEG 



seq check: 
YFLQHVNQNT 
GAYKYYTSYT 
FLNSGKAQRG 
IENQSSGVIP 
KTLSLGVVIP 
KINARQFFQT 
LTYAEVGEDI 
AHAIGLGQMN 
ENSKYATGEY 
QAVPPTGSIS 
EKI IDTYAVA 
TEVDGCVSCM 



5671 from: 
VFFHNLQEKI 
LKTFDGRRYL 
EPVSCFLLRI 
VMKLLEDAFS 
DITFELAKRN 
LAEIQFESGY 
SCNLGSLNVA 
LHGYFGREHM 
FDDFDANDFA 
YINNSTSSIH 
TKYVDQGLSL 
L 



1 to: 2103 
DYLVENKYYD 
ERFEDRVCMV 
EDNMESIGRS 
YANQLGARQG 
DDMYLFSPYD 
PYIMYEDTVN 
MAMDAPNFEK 
HYGSEEALDF 
PKSDKVKELF 
PIASKIEIRK 
TLFFKDTATT 



>RXN01095 TRANSLATE of: rxn01095.seq check: 7184 from: 1 to: 783 

MVATENRMLM EIAAEISARE ATLGFQEVKT KSRSAGLTAA FDIASVFFSS GCNVVVAFDR 

FASNWSDHSD HVDYAAQVAG FGASMLAYTV RRGQFDTAVR DIRDIKSEVD IPILLHDPII 

DPYQIHEARV MGIDALQFPV WAMEQARLES LVDRTESLGM TAIVSVRNHE E AH RAV DAG A 

TVVAI DITGY TGSLTLPEAF SGITQFMPKE VARIVLGGCS SPKELMRFAR HSADAI FVPH 
ADLATTKSLV TAGMHPACPS R 

>RXN01104 TRANSLATE of: rxn01104.seq check: 5920 from: 1 to: 606 

MTVAPRIGTA TRTTSESDIT VEINLDGTGK VDIDTGLPFF DHMLTAFGVH GSFDLKVHAK 

GDIEI DAHHT VEDTAIVLGQ ALLDAIGDKK GIRRFASCQL PMDEALVESV VDISGRPYFV 

ISGEPDHMIT SVIGGHYATV INEHFFETLA LNSRITLHVI CHYGRDPHHI TEAEYKAVAR 
ALRGAVEMDP RQTGIPSTKG AL 



>RXN01115 TRANSLATE of: rxn01115, 
MAILHSVSYG TSDNTLVFIG SLGSTTDMWL 
TVADLAQDVL DTLDDLGVGN FGVIGLSLGG 
WLDRAAACRE NGTGSLSEAV IQRWFSPTWL 
TWDFTDRLGE ITVPVLTIAG ADDPSTPPAT 
EVNELLAQHF A 



seq check: 5062 from: 1 to: 753 
PQLDALHKDF RVIAVDHRGH GLSELIEGTP 
AVAQYLAATS DRVTKAAFMC TAAKFGEPQG 
ENNPASREHF EAMVAGTPSE GYALCCEALA 
VQIIADGVGG ESRAEVLSPA AHVPTVERPN 



>RXN01116 TRANSLATE of: rxn01116.seq check: 6039 from: 1 to: 612 

MAARVAQELE DGQYVNLGIG MPTLI PGYLP EGLEVILHSE NGVLGVGPYP TEEELDPELI 

NAGKETITVA PGASYFSSSD SFAMIRSKSV DVAVLGVMEV SQYGDLANWM IPGKLVKGMG 

GAMDLVHGAS KIIAMTDHIT KKGAPKILKE CRLPLTGAKC VDMIVTTHAV FSVDPEEGLT 
LIECADGVTV EELREITEAD FKVA 



>RXN01127 TRANSLATE o 
MKLAVIGGDG IGPEVTAEAL 
DAILLGAIGA PGSVPPGILE 
VREGTEGAYT GNGGAIRVGT 
NVLVHGGGLW QRTVDEVAKE 
EAGAVSGGIG LAASGNI DAT 
DEDNAVRIET AIAADVAGRD 



f: rxn01127, 
KVLNAVRDDI 
RGLLLKMRFA 
PHEIANETSV 
YPEVAVDYNH 
GTNPSMFEPV 
NSQPISTTEV 



seq check: 
ETTDYDLGAR 
LDHHVNLRPS 
NTRYGAERVI 
I DAATI YLVT 
HGSAPDIAGQ 
GDRIVKALQS 



8381 from: 
RYLKNGELLT 
KLYDGVESPL 
RYAFELAQSR 
DPSRFDVIVT 
GIADPTAAIL 



1 to: 1020 
DEDLASLREH 
RNPGKIDFVV 
RKKLTLVHKT 
DNLFGDILTD 
SAAMLLRHLG 



>RXN01162 TRANSLATE o 
MYIVGICLQL VVMSQPMSAP 
GIGTDGFEGL GLKAQQALQR 
FLGRHVAVLA SGDPLFYGVG 
GQEPIETLIP I IESGAQFLV 
GTASHPPAAV SVLNVIAVGA 
GAALACDWLR AAGNKAHAIS 
ESASPHAIFM NKGLGIDLVP 
RIDDTDVHQW RVTKPVTPEA 



f: rxn01162. 
DSAPGTERGH 
ASVVIGSWRQ 
TAMVHVLGMD 
LGKDEFSTAQ 
RTAMPKPHFE 
FASMVEQSQR 
ETAWMMLRPG 
VN 



seq check: 
ERTHFAVVGD 
LNLVPDAIKA 
RLTVIPGPSS 
VATLLNELGL 
GDVSNEDLRA 
NARKLGVSTL 
GKLIAQASTE 



4305 from: 
SQDPAQATAP 
ERRPWPGNTK 
ASLACARLGW 
GETPLTVLSD 
LTVAALEPTQ 
SVKETLSPKT 
DNIAKLHTLQ 



1 to: 1326 
RAPAESITLI 
HPDLDALFKE 
TVNRTRVVYL 
LGSTDEEITQ 
GQMLWTFGDI 
LKDIRYVQGP 
EQHGGI IKHI 



>RXN01209 TRANSLATE of: rxn01209.seq check: 6515 from: 1 to: 1428 
MCERPEKYVT DFSLYLVTDP VLGGGPKKVA GIVDSAISGG VSVVQLRDKN SGVEDVRAAA 
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KELKELCDAR GVALVVNDYL DIAVELGLHL HIGQGDTPYT QARELLPAHL ELGLSIENLD 

QLHAVIAQCA ETGVALPDVI GIGPVASTAT KPDAAPALGV EGIAEIAAVA QDHGIASVAI 

GGVGLRNAAE LAATPIDGLC VVSEIMTAAN PAAAATRLRT AFQPTFSPET QTELSQTELQ 

GAFVNSPSAP RVLSIAGTDP TGGAGIQADL KSIAAGGGYG MCVVTSLVAQ NTHGVNTIHT 

PPLTFLEEQL EAVFSDVTVD AIKLGMLGSA DTVDLVASWL GSHEHGPVVL DPVMIATSGD 

RLLDASAEES LRRLAVHVDV VTPNIPELAV LCDSAPAITM DEAIAQAQGF ARTHDTIVIV 

KGGHLTGALA DNAVVRPDGS VFQVENLRVN TTNSHGTGCS LSASLATKIA AGESVE 

>RXN01239 TRANSLATE of: rxn01239.seq check: 4668 from: 1 to: 2433 

MARPISATYR LQMRGPQADS AGRSFGFAQA KAQLPYLKKL GISHLYLSPI FTAMPDSNHG 

YDVIDPTTIN EELGGMEGLR DLAAATHELG MGIIIDIVPN HLGVAVPHLN PWWWDVLKNG 

KDSAFEFYFD IDWHEDNGSG GKLGMPILGA EGDEDKLEFA ELDGEKVLKY FDHLFPIAPG 

TEEGTPQEVY KRQHYRLQFW RDGVINFRRF FSVNTLAGIR QEDPLVFEHT HRLLRELVAE 

DLIDGVRVDH PDGLSDPFGY LHRLRDLIGP DRWLI IEKIL SVDEPLDPRL AVDGTTGYDA 

LRELDGVFIS RESEDKFSML ALTHSGSTWD ERALKSTEES LKRVVAQQEL AAEILRLARA 

MRRDNFSTAG TNVTEDKLSE TIIELVAAMP VYRADYISLS RTTATVIAEM SKRFPSRRDA 

LDLIAAALLG NGEAKIRFAQ VCGAVMAKGV EDTTFYRASR LVALQEVGGA PGRFGVSAAE 

FHLLQEERSL LWPRTMTTLS THDTKRGEDT RARIISLSEV PDMYSELVNR VFAVLPAPDG 

ATGSFLLQNL LGVWPADGVI TDALRDRFRE YALKAIREAS TKTTWVDPNE SFEAAVCDWV 

EALFDGPSTS LITEFVSHIN RGSVQISLGR KLLQMVGAGI PDTYQGTEFL EDSLVDPDNR 

RFVDYTAREQ VLERLQTWAW TQVNSVEDLV DNADIAKMAV VHKSLELRAE FRASFVGGDH 

QAVFGEGRAE SHIMGIARGT DRNHLNI IAL ATRRPLILED RGGWYDTTVT LPGGQWEDRL 

TGQRFSGVVP ATDLFSHLPV SLLVLVPDSE F 

>RXN01240 TRANSLATE of: rxnO 124 0 . seq check: 5900 from: 1 to: 1023 

MSDNTLSQFG SYYHEFRRAH PMADVEFLLA IEELLTDGGV TFDRVTTRIK EWSSLKAKAR 

KRRNDGSLIY PDPRKDIHDM IGVRITTYHS TEI PVALKVL QDSFIVHKSV DKAAETRISG 

GFGYGSHHLI LEVDDTSDDL QDYKGLVFEV QVRTVLQHAW AEFEHDIRYK RADVSNPEDF 

SAEVDRMFTL AAGLIELADQ QFDQIAALKE TSRVADESVE LTAETLPGVL AMLIGNRFPR 

PRSTNYRFLE DILVANSITS VVQLRELLNP TDIEVLLKVM NYRFHPGQIR I IDDLLLKRF 

GQSHIDATVA TDSQPLNAKR HRQLKRKLEL MTQAHLVEPP N 

>RXN01304 TRANSLATE of: rxn01304.seq check: 600 from: 1 to: 486 

MPAQNKNLP'G SVIVVSDRIK SGERIDKAGP VAVDLLQESG VEISTFTVVE EGFEPVHQEL 

VKALARRDRV I ITIGGTGVG PRNRTPEATE PHI DTLLPGL MTQILFSGLS NTAQAGLSRG 

LVGLSARDST AALIVNAPSS SGGVRDALGV VCPLFGSIFE RL 

>RXN01321 TRANSLATE of: rxn01321.seq check: 6043 from: 1 to: 921 

MQRMTPSSPE VRNRPSAAPE ERQFVLTFGC PDSTGIVAKL SSFLAERGGW ITEAGYFTDP 

DSNWFFTRQA IRAESIDTTI EQLREEFAPL AEEFGPRAKW SFTDTAQVKK AVLLVSKEGH 

CLHDLLGRVA ENDYPMEVVA VVGNHENLRY IAENHNVPFF HVPFPKDAVG KRKAFDQVAE 

IVNGYDPDAI VLARFMQILP PDLCEMWAGR VLNIHHSFLP SFMGARPYHQ AYSRGVKLIG 

ATCHYATGDL DDGPIIEQDV IRVTHKDTPT EMQRLGRDAE KQVLARGLRF HLEDRVLVYG 
NRTVVFD 

>RXN01413 TRANSLATE of: rxn01413.seq check: 5704 from: 1 to: 600 

LTHLFLELDE RLVLGVQQDG YQWTEHLFRL PLQHLRNSPN DLQGLKIRWC ELYSTTGKDQ 

GVELLPQATV VTPNNFEAST LSGLEKLETV EDLKEAARLI YEQGPQYVVV KGGMDFPGEN 

AVDVLFDGSS YHVFSEPKIG EERVSGAVCT FAAVI TAELA KGAEVVDPVA TAKRVVTRAV 
QDAVASNAPF TSVWLAEDNK 

>RXN01420 TRANSLATE of: rxn01420.seq check: 1274 from: 1 to: 942 

VTLGGLNVPS WSLGAEMLFY LTFPLFI PLV RKVKGVGNWW AFGITFAVSL ALITVIHFYA 

DGPKGIENFF VPRLWDTNVS PVAEVHADPV WFMQEEIPVL ESYWLSYYFP LTRLIEFYLG 

VFGAKLVAEG MFKNTNITIP LIALAVSFVA TWFVPLAFKM SVIMSLPMAF VVATLAVRDI 

EGKSGEIASP RAVLLGNISF AFYMVQFPVM VFVQRYFIAG KEYGFLGWAF YAVVCFIVSV 

I LAWVL FT FV DDPLMKATAR KKGSRRLKQS NILVRDLKVL FGKSPEKPLK VETRAENLTE 
NSEAPAKVAT GIKS 

>RXN01488 TRANSLATE of: rxn01488.seq check: 8876 from: 1 to: 948 

MSKKAILDID TGIDDALALA YALGSPELEL IGVTTTYGNV LLETGAVNDL ALLDLFGAPE 
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VPVYLGEPHA QTKDGFEVLE ISAFIHGQNG IGEVELPASE SKALPGAVDF LIDSVNTHGD 

DLVI IATGPM TNLSAAIAKD PSFASKAHVV IMGGALTVPG NVSTWAEANI NQDPDAANDL 

FRSGADVTMI GLDVTLQTLL TKKHTAQWRE LGTPAAIALA DMTDYYIKAY ETTAPHLGGC 

GLHDPLAVGV AVDPSLVTLL PINLKVDIEG ETRGRTIGDE VRLNDPVRTS RAAVAVDVDR 

FLSEFMTRIG RVAAQQ 

>RXN01560 TRANSLATE of: rxn01560.seq check: 2973 from: 1 to: 330 

VGVSYIIAGD EQLDMAEAVR KIGETFKTEE I ILGGGGTLN WSMLRDGLCD EVSIVMMPIA 

DGEKHTHSLF EADEKYSAPL PIGFSLASVE PLEDGSVWMR YGVNGPVDAN 



>RXN01617 TRANSLATE of: rxn01617.seq check: 7053 from: 1 to: 672 
LILKTTGITV LSRFDAQVIA NQIEAATAAH DLDVVKIGML GTPATI DTVA TALEENSFKH 
VVLDPVLICK GQEPGAALDT DTALRAKVLP QATVVTPNNF EATTLSGLDK LETIDDLKEA 
ARLIHEQGPQ YVVVKGGIDF PGDNAVDVLF DGTDYHVFSE PKIGDERVSG AGCTFAAVIT 
AELAKGNSAV DAVTTAKRVV TRAVKDAVAS NAPFTSVWLA EDNK 



>RXN01657 TRANSLATE of: rxn01657.seq check: 7845 from: 1 to: 600 
VIVGVLALQG GVEEHLTALE ALGATTRKVR VPKDLDGLEG IVIPGGESTV LDKLARTFDV 
VEPLANLIRD GLPVFATCAG LI YLAKHLDN PARGQQTLAV VDVVVRRNAF GAQRESFDTT 
VDVSFDGATF PGVQASFIRA PIVTAFGPTV EAIAALNGGE VVGVRQGNII ALSFHPEETG 
DYRIHQAWLD LVRKHAELAI 



>RXN01690 

MTSLEFTVTR 

MDPATTVFHY 

LELLVDADQD 

PVSVWLSEDY 

GMNLGFI YRN 

SGAMTEAFAC 

WLYPLVG 



TRANSLATE o 
TENPTSPDRL 
GQAIFEGIKA 
WVPEYGGEAS 
VRAAPGGTGD 
GDQVKLVTPE 
GTAAVITPVG 



f: rxn01690. 
KEILAAPKFG 
YRHSDETIKT 
LYLRPFMIST 
AKFAGNYAAS 
LSGSLLPGIT 
TVKSAHGTFE 



seq check: 
KFFTDHMVTI 
FRPDENAERM 
EIGLGVSPAD 
LLAQSQAAEK 
RKSLLQVARD 
VNNNEVGEIT 



7996 from: 
DWNESEGWHN 
QRSAARMAMP 
AYKFLVIASP 
GCDQVVWLDA 
LGYEVEERKI 
MKLRETLTGI 



1 to: 1101 
AQLVPYAPIP 
QLPTEDFIKA 
VGAYFTGGIK 
IEHKYIEEMG 
TTTEWEEDAK 
QQGNVEDQNG 



>RXN01698 

MLGMLRWTTA 

TFLTGIRHGL 

PGHADYAGML 

SEPYTGAEPT 

GLGSHISGED 

NRAGGLEGGM 

VAEAMVTLVL 



TRANSLATE o 
GESHGQALIA 
TLGSPISIMI 
KYGFDDARNV 
FADIQAIDDS 
RLDAQIAAAL 
TNGETLRVRA 
ARAVLQKFGG 



f: rxn01698. 
TVEHMPAGVP 
GNTEWDKWTT 
LERSSARETA 
PVRAFGKDAE 
MGIQAIKGVE 
GMKPISTVPR 
DSLSETKSNI 



seq check: 
VTKDEVSYQL 
IMSSDALDME 
ARVAAATVAR 
ESMIAEIEAA 
IGDGFEEARR 
ALKTIDMENG 
DTYLKNIEER 



9592 from: 
ARRRLGYGRG 
DPDNVAAMSS 
SFLRETLGVE 
KKAGDTLGGI 
RGSEAHDEVF 
KAATGIHQRS 
MKFEGLEDGA 



1 to: 1230 
ARMKFEQDAL 
GRGAKLTRPR 
VLSHVISIGA 
VEVIVEGLPI 
LDDNGVYRNT 
DVCAVPAAGV 



>RXN01712 TRANSLATE of: rxn01712.seq check: 1222 from: 1 to: 696 

MVDILELIGP LPFVSTPELR AIVVTAINGS TTINGTSGQL GNSTDTELLL ALRRWSDVVL 

VGSSTVKAEN YGGVEVSPEI QKQRQELGQE AIPPIAVMSG SLNFDVDTRF FLEAEVPPII 

ITDNSDQAKQ QRLVDAGAQV IEVETLTAEV GVEKLRSLGY ARIDCEGGAT LYGQMLAADL 

VDVWHHTIDP TLSGSVERPT VKGGDDAPRR FALEHVFVDD DSTLFLRYKR AK 



>RXN01810 TRANSLATE of: rxn01810.seq check: 7446 from: 1 to: 1077 

MNNAFRRTLT SVVLAASLAL TACASWDSPT ASSNGDLIEE IQASSTSTDP RTFTGLSIVE 

DIGDVVPVTD NASPALPVSL TDADGNDVVV ENVSRILPLD LYGTYSKTIA GLGLVDNIVG 

RTVSSTEPAL ADIEVVTTGG HTLNAEAILN LHPTLVI I DH SIGPREVIDQ IRAAGVATVI 

MSPQRSIASI GDDIRDIASV VGLPEEGEKL AERSVAEVEE ASTVVDELTP EDPLKMVFLY 

ARGTGGVFFI LGDAYGGRDL IEGLGGVDMA AEKGIMDLAP ANAEALAELN PDVFVMMSEG 

LVSTGGIDGL MERPGIAQTT AGQNQRVLAL PDGQSLAFGA QTGELLLRAS RELYVQGGE 



>RXN01892 TRANSLATE of: rxn01892.seq check: 2496 from: 1 to: 729 
VTTSSEQPRT GYKRVMLKLG GEMFGGGKVG VDPDVVDNVA RQIAEVAKTG AEIAVVIGGG 
NFFRGAELQQ RGMDRARSDY MGMLGTVMNC LALQDFLGQH GVECRVQTAI NMAQVAEPYL 
PLRAERHLEK GRVVIFGAGM GMPYFSTDTT AAQRALEIGC DVLLMAKAVD GVYSDDPRTN 
PDAELFTEIT PKEVIEKGLK VADATAFSLC MDNKMPILVF NLLTEGNIAR AISGERIGTL 
VES 
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>RXN01920 TRANSLATE o 
MAADSDLSVH DAYLKEHVAP 

'gtlnevekaa TMRVFTGLTL 

SNI FMTLAST AEINDAFRWS 

FYLPMYWSSH SKLANTADVI 

LYDLYDNETQ YSEDLYDDLG 

LSPNADENHD FFSGSGSSYV 



f: rxn01920. 
VKAINWNSIP 
LDTIQGTVGA 
EENENLQRKA 
RLI IRDEAVH 
WTEDVKRFLR 
IGKAENTEDD 



seq check: 
DSKDLEVWDR 
I SLLPDADSL 
KIILSYYEGD 
GYYIGYKYQK 
YNANKALNNL 
DWDF 



452 from: 1 to: 1002 
LTGNFWLPEK VPVSNDIKSW 
HEEAVLTNIA FMESVHAKSY 
DPLKRKIASV ILESFLFYSG 
AVAKETPERQ EELKEYTFDL 
GYEGLFPADE TKVSPNILSA 



>RXN01929 TRANSLATE of: rxn01929. 
MPMSGI DAKK IRTRHFREAK VNGQKVSVLT 
RDTTLSITLD EMI VLAKAVT IATKRALVVV 
KIEGGVEIAQ TIRRIVDAGI PVVGHIGYTP 
AGAFAVVLEM VPAEAAREVT EDLSITTIGI 
YATLGDSLHD AAQAYIADIH AGTFPGEAES 



seq check: 5174 from: 1 to: 813 

SYDALSARIF DEAGVDMLLV GDSAANVVLG 

DLPFGTYEVS PNQAVESAIR VMRET GAAAV 

QSEHSLGGHV VQGRGASSGK LIADARALEQ 

GAGNGTDGQV LVWQDAFGLN RGKKPRFVRE 
F 



>RXN01940 TRANSLATE of: rxn01940.seq check: 4990 from: 1 to: 936 

MTTKIILDCD PGHDDAVAML LAAGSPEIEL LGITTVGGNQ TLDKVTHNTQ WAT IAD I NA 

PI YRGVTRPL VRPVEVAEDI HGDTGMEIHK YELPEPTKQV EDTHAVDFI I DTIMNNEPGS 

VALVPTGPLT NIALAVRKEP RIAERVKEVV LMGGGYHVGN WTAVAEFNIK IDPEAAHIVF 

NEKWPLTMVG LDLTHQALAT PEIEAKFNEL GTDVADFVVA LFDAFRKNYQ DAQGFDNPPV 

HDPCAVAYLV DPTVFTTRKA PLDVELYGAL TTGMTVADFR APAPADCTTQ VAVDLDFDKF 
WNMVIDAVKR IG 



>RXN02008 TRANSLATE of: rxn02008, 



VYAAIGVVHS 
FGIAAHWRYK 
FTPKGDVVNL 
QNAGPSRGWQ 
SMKTVATELH 
SRATTESSTG 
EPERIVSVSW 



LFNALPGRFK 
ETKGSHSGEQ 
PVNSTPVDFA 
EFVVSPRAKA 
YPDVDALYTA 
ILVEGSPDVM 
ASEGQGSV 



DYISAPRFGV 
AEVDQMAWMR 
YAVHTEVGHR 
KIRQW FAKER 
IGSGSVSAQH 
AKLAKCCMPV 



seq check: 
YQSLHTTVMG 
■QLLDWQKEAA 
CIGAKINGKL 
REEYLEAGRD 
VVNRLMAIFG 
PGDEI FGFVT 



2069 from: 
PGGKPLEVQA 
DPNEFLDSLR 
VALETKLKSG 
ALAAVIQRGG 
DEEDAEDALV 
RGGGVSVHRT 



1 to: 1134 
RTHDMHYNAE 
YDLTSKQIFV 
DRVEVFTSKD 
LPMHRLFTAS 
ARTPFSELVN 
DCTNVEKLKE 



>RXN02027 TRANSLATE of: rxn02027.seq check: 4731 from: 1 to: 501 
MSQTKQELRT KLREARTNMD EASRTRENAA IIANVSYYIR SKQPKRIAAY VPVRTEPGGR 
LLLDALHAET SALILPVSLE DRRLDWALYE GPTSLVPGAF GIQEPGGTRL GPEALNFCDL 
VIAPALACTP SGIRLGKGGG FYDRALATGV KADVITLLFN GEIRDDI 



>RXN02085 TRANSLATE o 

MTSNFSSTVA GLPRIGAKRE 

FAGRSYYDAM LDTAAILGVL 

FDTNYHYLVP ELSADTRFVL 

PLDHLPALFE VYERLIKSFD 

YFGSGDQALN TLAGIGLGAI 

AS LKRLAARG PIAVSTSCSL 

IDAAAFDAAS AAIASRRTSP 

FPQTPSIRSA RARLRKESIT 

FSELLDGFLS TANGWVQSYG 

GPVTILAWSF VRDDQPLATT 

KPAYLQWSVD SFRLATAGAP 

LAALKSSGFE LGVGPGVWDI 

PEVEASLKVL VESAKQAREK 



f: rxn02085. 
LKFALEGYWN 
PERFDDIADH 
DASALIEDLR 
TEWVQIDEPA 
GVDLVTHGVT 
LHVPYTLEAE 
RTAPITQELP 
LEQYEEAMRE 
SRCVRPPVLF 
ADQVALALRD 
DDVQIHTHMC 
HSPRVPSAQK 
I GAT I 



seq check: 
GSIEGRELAQ 
ENDGLPLWID 
CQQVRGVNAR 
LVTDVAPEVL 
ELAAWKGEEL 
NIEPEVRDWL 
GRSRGSFDTR 
EI DLVIAKQE 
GNVSRPAPMT 
EINDLIEAGA 
YSEFNEVISS 
VDGLLEAALQ 



9107 from: 
TARQLVNTAS 
RYFGAARGTE 
PVLVGPLTFL 
EQVRAGYTTL 
LVAGIVDGRN 
AFGSEKITEV 
VTLQEKSLEL 
ELGLDVLVHG 
VKWFQYAQSL 
KIIQVDEPAI 
VIALDADVTT 
SVDPRQLWVN 



1 to: 2235 
DSLSGLDSVP 
TLPAQAMTKW 
SLARTTDGSN 
AKRDGVFVNT 
IWRTDLCAAL 
KLLADALAGN 
PALPTTTIGS 
EPERNDMVQY 
TQKHVKGMLT 
RELLPLRDVD 
IEAARSDMQV 
PDCGLKTRGW 



>RXN02153 TRANSLATE of: rxn02153.seq check: 56 from: 1 to: 780 
MIMHNVYGVT MTIKVAIAGA SGYAGGEILR LLLGHPAYAS GELEIGALTA ASTAGSTLGE 
LMPHIPQLAD RVIQDTTAET LAGHDVVFLG LPHGFSAEIA LQLGPDVTVI DCAADFRLQN 
AADWEKFYGS EHQGTWPYGI PEMPGHREAL RGAKRVAVPG CFPTGAT LAL LPAVQAGLIE 
PDVSVVSITG VSGAGKKASV ALLGSETMGS LKAYNTSGKH RHTPEIAQNL GEVSDKPVKV 
SFTPVLAPLP REFSPLQPHL 



>RXN02154 TRANSLATE of: rxn02154.seq check: 6613 from: 1 to: 291 
LKEGVTAEQA RAVYEEFYAQ ETFVHVLPEG AQPQTQAVLG SNMCHVQVEI DEEAGKVLVT 
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SAI DNLTKGT AG AAVQCMN L SVGFDEAAGL PQVGVAP 



>RXN02162 TRANSLATE of: rxn02162.seq check: 5865 from: 1 to: 1431 
MEQHGTNEGA LWGGRFSGGP SEAMFALSVS THFDWVLAPY DVLAS KAH AK VLHQADLLSD 
EDLATMLAGL DQLGKDVADG TFGPLPSDED VHGAMERGVI DRVGPEVGGR LRAGRSRNDQ 
VATLFRMWVR DAVRDIALGT TELVDALSAQ AKAHAGAIMP GKTHFQAAQP VLLAHQLLAH 
AQPLLRDIDR IRDLDKRLAV SPYGSGALAG SSLKLNPEAI AEELGFDSAA DNSIDATSSR 
DFASETAFVL AQLAVDMSRL AEEIIAWCTP EFGYITLSDS WSTGSSIMPQ KKNPDVAELT 
RGKSGRLIGN LTGLLATLKA QPLAYNRDLQ EDKEPIVDSV AQLNLLLPAM TGLVSTLTFN 
TERMRELAPA GFTLATDLAE WMVRQGVPFR EAHEASGACV RIAESRGVDL I DLTDEELSG 
VDARLTPEVR EVLTIDGAVA SRATRGGTAG VRVAEQRARV DAASTAHAEW ARAGVRR 



>RXN02198 TRANSLATE o 
MSTSVTSPAH NNAHSSEFLD 
TRPDVLRQIH RAYFEAGADL 
GPGRNGMRRF VVGSLGPGTK 
QVKAAVHGVQ DAMAELDTFL 
TGPDEMSEHL RYLSKHADIP 
MVGGCCGTTP EHIRAVRDAV 
LSQETGISMI GERTNSNGSK 
TADMATLAAL LATSSTLPIM 
MKLVKQHGAA VVALTI DEEG 
TGQEETRRDG IETIEAIREL 
LDSAIAHSSK ILPMNRIDDR 
EQLAAMPLFE RLAQRI IDGD 
MQLPFVLQSA ETMKTAVAYL 
I ILSNNGYDV VNLGIKQPLS 



f: rxn02198. 
ALANHVLIGD 
VETNTFGCNL 
LPSLGHAPYA 
PIICHVTVET 
VSVMPNAGLP 
VGVPEQETST 
AFREAMLSGD 
IDSTEPEVIR 
QARTAEHKVR 
KKLYPEIHTT 
QREVALDMVY 
KNGLEDDLEA 
EPFMEEEAEA 
AMLEAAEEHK 



seq check: 
GAMGTQLQGF 
PNLADYDIAD 
DLRGHYKEAA 
TGTMLMGSEI 
VLGKNGAEYP 
LTKI PAGPVE 
WEKCVDIAKQ 
TGLEHLGGRS 
IAKRLIDDIT 
LGLSNISFGL 
DRRTEDYDPL 
GMKEKSPIAI 
TGSAQAEGKG 
ADVIGMSGLL 



9108 from: 
DLDVEKDFLD 
RCRELAYKGT 
LGIIDGGGDA 
GAALTALQPL 
LEAEDLAQAL 
QASREVEKED 
QTRDGAHMLD 
IVNSVNFEDG 
GSYGLDIKDI 
NPAARQVLNS 
QEFMQLFEGV 
INEDLLNGMK 
KIVVATVKGD 
VKSTVVMKQT 



1 to: 2499 
LEGCNEILND 
AVAREVADEM 
FLIETAQDLL 
GIDMIGLNCA 
AGFVSEYGLS 
SVASLYTSVP 
LCVDYVGRDG 
DGPESRYQRI 
VVDCLTFPIS 
VFLNECIEAG 
SAADAKDARA 
TVGELFGSGQ 
VHDIGKNLVD 
ISD 



>RXN02234 TRANSLATE of: rxn02234.seq check: 4131 from: 1 to: 3339 
MPKRSDINHV LVIGSGPIVI GQACEFDYSG TQACRVLKEE GLRVTLINSN PATIMTDPEM 
ADHTYVEPIE PEYIDKIFAK EIEQGHPIDA VLATLGGQTA LNAAIQLDRL GILEKYGVEL 
IGADI DAIER GEDRQKFKDI VTTIGGESAR SRVCHNMEEV HETVAELGLP VVVRPSFTMG 
GLGSGLAYNT EDLERIAGGG LAAS PEANVL IEESILGWKE FELELMRDTA DNVVVICSIE 
NVDALGVHTG DSVTVAPALT LTDREFQKMR DQGIAIIREV GVDTGGCNIQ FAINPVDGRI 
ITIEMNPRVS RSSALASKAT GFPIAKMAAK LAIGYTLDEI TNDITGETPA AFEPTIDYVV 
VKAPRFAFEK FVGADDTLTT TMKSVGEVMS LGRNYIAALN KALRSLETKQ QGFWTKPDEF 
FAGERATDKA AVLEDLKRPT EGRLYDVELA MRLGASVEEL YEASSIDPWF LAELEALVQF 
RQKLVDAPFL NEDLLREAKF MGLSDLQIAA LRPEFAGEDG VRTLRLSLGI RPVFKTVDTC 
AAEFEAKTPY HYSAYELDPA AESEVAPQTE REKVLILGSG PNRIGQGIEF DYSCVHAALE 
LSRVGYETVM VNCNPETVST DYDTADRLYF EPLTFEDVME VYHAEAQSGT VAGVIVQLGG 
QTPLGLADRL KKAGVPVIGT SPEAIDMAED RGEFGALLNR EQLPAPAFGT ATSFEEARTV 
ADEISYPVLV RPSYVLGGRG MEI VYDEASL EDYINRATEL SSDHPVLVDR FLDNAIEIDV 
DALCDGDEVY LAGVMEHIEE AGIHSGDSAC ALPPMTLGAQ DIEKVREATK KLALGIGVQG 
LMNVQYALKD DILYVIEANP RASRTVPFVS KATGVNLAKA ASRIAVGATI KDLQDEGMIP 
TEYDGGSLPL DAPIAVKEAV LPFNRFRRPD GKTLDTLLSP EMKSTGEVMG LANNFGAAYA 
KAEAGAFGAL PTEGTVFVTV ANRDKRTLIL PIQRLALMGY KILATEGTAG MLRRNGIECE 
VVLKASDIRE GVEGKSIVDR IREGEVDLIL N T PAG S AGAR HDGYDIRAAA VTVGVPLITT 
VQGVTAAVQG IEALREGVVS VRALQELDHA VKA 



>RXN02246 TRANSLATE of: rxn02246.seq check: 1512 from: 1 to: 984 
MDVAHALDLA HHVSDQVRGT TSPNPPVGAV ILDADGEVVG VGATAPPGGP HAEVVALAAA 
GVRANGGTAV VTLEPCNHYG RTGPCSKALL DAGIAHVFYA NADPFPSAAG GGAFLAEAGV 
DTHFLDERIR ALEPWLVATR LGRPHVTLKF ASTVDGFAGA TDGTSQWITG PDARAFVHED 
RSKRDAIIVG TGTALTDNPS LTARTDTGLY ENQPRRVVIG SREVPADSNL ARLGYEQYAG 
I PEALSALWD KGCRDILIEG GPTLAGAALR LGIVDQVQAY VAPALLGAGR SVINWPQETT 
MDQIMRFDTT SVRQLGSDVL IEMMRKEH 

>RXN02248 TRANSLATE of: rxn02248.seq check: 4306 from: 1 to: 1266 
VSEHEQAHSQ LDSVEEAIAD IAAGKAVVVV DDEDRENEGD I IFAAELATP ELVAFMVRYS 
SGYICAPLTA KDADRLDLPP MTAHNQDARG TAYTVTVDAN TGTTGISATD RAHTLRLLAD 
PEADRTDFTR PGHVVPLRAR EGGVLVRAGH TEAAVDLARA AGLRPAGVIC EVVSEEDPTG 
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MARVPELRRF CDEHDLKLIS IEQLIEWRRK 

GTELVAIVAG DVASDGGENV LVRVHSECLT 

VYMRGHEGRG IGLLAKLRAY QLQDEGADTV 

NLISNNPAKK VGLEGHGISI ASRTPIPVAV 
EN 



NEILVERQVE TVLPTDFGTF KAVGYRSI ID 

GDVFGSRRCD CGQQLHESLR LIQEAGRGVV 

DAN L AL G L PA DAREFGTSAQ ILYDLGVRSL 

HEDNVRYLKT KRDRMGHDLP DVALWEQEHP 



>RXN02249 TRANSLATE of: rxn02249.seq check: 5182 from: 1 to: 477 
MAKEGLPAVE LPDASGLKVA VVTARWNAEI CDRLHKHAVD AGRAAGATVS EYRVIGALEL 
PVVVQELART HDAVVALGCV VRGGTPHFDY VCDSVTEGLT RIALDTSTPI GNGVLTTNTE 
EQAVERSGGE GSVEDKGAEA MVAALDTALV LSQIRATEG 

>RXN02263 TRANSLATE of: rxn02263.seq check: 627 from: 1 to: 378 
MKIAVIGLGS TGSMALWHLS NIPGVEAIGF EQFGISHGYG AFTGESRLFR MAYHEGSTYV 
PLLKRARALW SSLSEISGRE LFHNFGVLST GKEDEAPFQR LVESVERYEL PHERLTAAQM 
RSVTQV 



>RXN02272 TRANSLATE o 
VRITNAQVKN YAELVDITIE 
LDYANTAGIP RENSSGTLFE 
HVDVTDPTFA GFEAIAELRD 
GIPHLEPTRD DGVESVKWLF 
TVVSHSVAMA YYSPGYMARL 
TEWGIPVSFC QDSLNDPFYP 
GLDNYDIAEN SPANLLVLDA 



f: rxn02272. 
GEKISSITPS 
AIEIWADRKT 
EVREWCDIQI 
DLAEKHSAPI 
LPKLAASKVR 
MGDGDLLRIL 
SSEKEAVQRK 



seq check: 
SIRSEEDHRA 
QGFHIKEDIK 
VAFPQNGIYA 
DIHTDEIDDP 
FAVCPNENLH 
DSGLHVSHML 
ASVLLSIHRG 



3652 from: 
DDYDAAGRLV 
AKALQAARRA 
YEGGQKLISD 
HSRFVEVLAA 
LQGLGFQGPV 
TASHLKNALS 
KKVLSREPEQ 



1 to: 1245 
APQFAEAHIH 
AEHGVGFIRT 
AMSAGADVVG 
EAAKRDMGAQ 
PRGVAPVKQL 
FITTNPAGNL 
VDWNI 



>RXN02281 TRANSLATE of: rxn02281.seq check: 6251 from: 1 to: 1431 

VQKDSVVRME ATTI DDAIAK LIDIYDTSTK LAKETLNNED YAAYADVVYP KLTVDVLEWK 

PIDRTEPFGY VDRAGRYSAT LSKPRVIERY LREQLERLTS NYPCKIYVSE SDIRIPPEYI 

RGAPSATEAR RAGDVADI I P RPTLDEVHDA I IDGDWHAFN GPELPLFHFG PQRFDIACAR 

IEHYTGINVE HVQKYILFTN YAMHTTEFVH FAMSELTSED SRYVGLSLPN GQVI DRETAT 

SLGTETLDLT SRFQMPRYDL ITEAGDGITI INIGVGPSNA KTITDCLAVL RPEAWVMIGH 

CAGMDARMRI GDLILGNAYQ REDHILNTRI PLGNPIPAIP EIQKALEASV DEI YGSDNSL 

MRTGTVLSTD DRNWEWHTPE NLWNWLKGST AAAVDMESST LATNGYRFRI PYGTLLSVSD 

LPLHAVPKLS AQAQAFYFNS KEAHVMCAVR AMEYLAVDPE RLRTRKLRRT LGEVPFR 

>RXN02345 TRANSLATE of: rxn02345.seq check: 1896 from: 1 to: 1197 

VTSTGNQAHA PGMPIVAVIG DGQLARMMQT SAIELGQSLR VLAGAPDSSA AQVAADVVLG 

DYTNI DDLRV AIEGADVMTF DHEHVPNEHL HQLIAEGVNV QPRPEALVNA QDKLVMRKRL 

RELGAPVPPF AAIESVEDAV GFFEAVDGQV CLKARRGGYD GKGVWFPADV AELQSLVAEL 

LDGGTPLMAE KKVALNRELS AMVARTPSGE TKAWPVVESV QKNGVCAEAI APAPELSAEL 

QESTRGLAQK IATELGVTGV LAVELFETLD QNGQPEI FVN ELAMRSHNTG HWTQDGCVTS 

QFEQHLRAVL DYPLGATDTL ADYTVMANVL GADTDPEMPM AT RMVE VGRK YPDAKIHLYG 

KGHRPGRKIG HVNMVGSDLE KTRAEALACA YFLVNARWD 

>RXN02350 TRANSLATE of: rxn02350.seq check: 8700 from: 1 to: 495 

VGPLVGLIMG SDSDWDTVAP AAEVLAEFGI PFEVGWSAH RTPEKMLNYA KTAHERGIKT 

IIACAGGAAH LPGMVAAATP LPVIGVPRAL KDLDGLDSLL SIVQMPGGVP VATVSIGGAK 

NAGLLAVRIL GAGDPSLVTK MADYQENMAK EVEAKDEALK KRLLG 

>RXN02355 TRANSLATE of: rxn02355.seq check: 2794 from: 1 to: 732 

MSSISRKTGA SLAATTLLAA IALAGCSSDS SSDSTDSTAS EGADSRGPIT FAMGKNDTDK 

VIPIIDRWNE AHPDEQVTLN ELAGEADAQR ETLVQSLQAG NSDYDVMALD VIWTADFAAN 

QWLAPLEGDL EVDTSGLLQS TVDSATYNGT LYALPQNTNG QLLFRNTEII PEAPANWADL 

VESCTLAEEA GVDCLTTQLK QYEGLSVNTI GFIEGWGGSV LDDDGKRHRR QHDGKAGLQA 
LVDG 



>RXN02382 TRANSLATE of: rxn02382.seq check: 5059 from: 1 to: 1296 
MSSTTLTDDQ IRDNERTEVL AKATAAKN I V PDIAVLGTGP KNAILRAAAD ELVARSAEI I 
EANASDIEAG RANGMEESMI DRLALDESRI EGIAGGLRQV AGLTDPVGEV LRGHVMENGI 
QMKQVRVPLG VMGMVYEARP NVTVDAFGLA LKSGNVALLR GSSTAVHSNT KLVEILQDVL 
ERFELPRETV QLLPCQTRGS VQDLITARGL VDVVIPRGGA GLINAVVTGA TVPTIETGTG 
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NCHFYIDAEA KLDQAIAMVI NGKTRRCSVC NATETALLDA ALSDSDKLAV VQALQEAGVT 

IHGRVAELEA FGATDVVEAT ETDWDSEYLS FDIAVAVVDG VDGALAHIAK YSTKHTEAIA 

TQNIETAQRF ADRVDAAAVM INASTAYTDG EQYGMGAEIG ISTQKLHARG PMALPELTST 
KWILQGTGQI RP 

>RXN02384 TRANSLATE of: rxn02384.seq check: 8362 from: 1 to: 708 

VTRRLILLRH GQTEYNATSR MQGQLDTELS DLGFQQAASA ASVLVQKNIT HVFSSDLSRA 

FN T AS AVAAL IDAEVRVDKR LRETHLGEWQ AKTHTEVDSE YPGARAQWRH DPQWAPPGGE 

SRVDVARRAR QVVDELMVSL DDWDEGTVLI VAHGGTINAL TSNLLDLAYD QYPMFSGLGN 

TCWAQLTARP RYYAGSENPE DDLKISSAVS NSPHFEGNNV ENAQWYLDGW NMGVTQ 

>RXN02503 TRANSLATE of: rxn02503.seq check: 7437 from: 1 to: 399 

MTLKIGTRGS KLATTQAGTI RDQLKHYGRD AELHIVTTPG DVNMSPVERI GVGVFTQALR 

DVLHSGECDV AVHSMKDLPT ATDPRFHLVV PTRADSREAL IARDGLTLAE LPERRKGGNF 
RSSTHLPAQG NPP 

>RXN02504 TRANSLATE of: rxn02504.seq check: 8 from: 1 to: 558 

VGTSAPRRIS QLKAIRPDLE ILPLRGNIDT GMGKVTSGEL DAVML A Y AG L TRVGMQDRAT 

EVFDADI IMP APAQGALAIE CRADDTETVR ALNMLMHADT FVSAVAERTV LNRLEAGCTA 

PVAAHATLDG YSGDTMTLTA GVYALDGSDQ LVFSAEGDGA RPEELGELVA QQL I DAGAAN 
LLGDRS 



>RXN02 64 8 TRANSLATE o 

MSQNRIRTTH VGSLPRTPEL 

NEGEYGHVTS GAVD FGAWWN 

RALFSEAYED PVSGIFTGRA 

AALSPGSAAR LTNKFYDTDE 

EPSVKDYLDW IGTRIDAINS 

VGGFSFEGAS PRHAHEWRVW 

GPENVIASTD CGLGGRLHSQ 



f: rxn02648. 
LDANIKRSNG 
YSFTRLGGLT 
SVGNPEFTGP 
EVVAACADAL 
AVKGLPKEQT 
EENKLPEGSV 
IAWAKLESLV 



seq check: 
EIGEEEFFQI 
MTDTDRWASQ 
ITYIGQEETQ 
SQEYKIITDA 
RLHICWGSWH 
IYPGVVSHSI 
EGARIASKEL 



6219 from: 
LQSSVDDVIK 
EAVRSTPGNI 
TDVDLLKKGM 
GLTVQLDAPD 
GPHVTDI PFG 
NAVEHPRLVA 
F 



1 to: 1203 
RQVDLGIDIL 
ELTSFSDRRD 
NAAGATDGFV 
LAEAWDQINP 
DIIGEILRAE 
DRIVQFAKLV - 



>RXN02754 TRANSLATE of: rxn02754.seq check: 5967 from: 1 to: 1338 
VNTNPSEFSS NRSTALLTDK YELTMLQAAL ADGSAERPST FEVFSRRLPN ERRYGVVAGT 
ARVLKAIRDF VFTEEQLADL DFLDDRTLEY LRNYRFTGQV DGYREGEIYF PQSPLLTVRG 
TFAECVILET VILSIMNADS AVASAAARMV TAADGRPI IE MGSRRTHEYS AVT AS RAAYL 
AGFSTTSNLE AAYRYGI PAS GTSAHAWTLL HINDDGTPNE AAAFKAQVES LGVDTTLLVD 
TYDITQGVAT AIEVAGPDLG GVRIDSGDLG VLARKVRKQL DDLNAHNTKI VVSSDLDEFA 
IAGLRGEPVD VFGVGTSVVT GSGAPTAGLV YKIGEVAGHP VAKRSRNKES YGGGKKAVRT 
HRKSGTAIEE IVYPFNAEAP DTGKLDTLSL TIPLMRDGEI VPGLPTLEDS RAYLAKQLVS 
LPWEGLALSR DEPVLHTRFV GFPPAA 

>RXN02758 TRANSLATE of: rxn02758.seq check: 5860 from: 1 to: 1299 

VTELIQNESQEIAELEAGQQVALREGYLPAVITVSGKDRPGVTAAFFRVLSANQVQVLDV 

EQSMFRGFLNLAAFVGIAPERVETVTTGLTDTLKVHGQSVVVELQETVQSSRPRSSHVVV 

VLGDPVDALDISRIGQTLADYDANIDTIRGISDYPVTGLELKVTVPDVSPGGGEAMRKAL 

AALTSELNVDIAIERSGLLRRSKRLVCFDCDSTLITGEVIEMLAAHAGKEAEVAAVTERA 

MRGELDFEESLRERVKALAGLDASVI DEVAAAIELTPGARTTIRTLNRMGYQTAVVSGGF 

IQVLEGLAEELELDYVRANTLEIVDGKLTGNVTGKIVDRAAKAEFLREFAADSGLKMYQT 

VAVGDGANDI DMLSAAGLGVAFNAKPALKEIADTSVNHPFLDEVLHIMGISRDEIDLADQ 

EDGTFHRVPLTNA 



>RXN02772 
MSLERNTQKS 
TAERLHDGVI 
FGEEVARLVD 
PPEKQAKKAR 
RYLKEI IDQV 
NNCVRRHRCR 



TRANSLATE o 
SMGVRSMSAR 
RKSGDPYITH 
GVTKLDKVAL 
QTLEVIAPLA 
TGGLRENNIA 
ALPVQCSAWP 



f: rxn02772. 
LARSLTGNRV 
PLAVATIAAE 
GAAAEAETIR 
HRLGMASVKW 
AEVLGRPKHY 
IQRLYFSPAL 



seq check: 
RTNPVLDPLL 
IGMDTTTLVA 
KMIVAMSQDP 
ELEDLSFAIL 
WSIYQKMIVR 
RCLPI PAHHR 



845 from: 1 

SIHRQFHPRA 

ALLHDTVEDT 

RVLVIKVADR 

YPKKYEEIVR 

GRDFDDI FDL 

DGTWR 



to: 1035 
DVQVLERAYD 
DYSLDDLTRD 
LHNMRTMRFL 
LVADRAPSRD 
VGIRILVDNV 



>RXN02802 TRANSLATE of: rxn02802.seq check: 8099 from: 1 to: 1071 
VKNLDIARYR RQIMLGEIGQ QKQQSLFDAK VSVIGAGGLG SPALLYLAGA GVGHIHI IDD 
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DLVDLSNLHR 
VILDGSDNFD 
SVPSCSQAGV 
EVLERVLGSA 
AIREGAIPPS 



QVIHTTAGVG 
TRH LASWAAA 
LGPVVGVMGS 
GVSGISGGFG 
VSAGKEVIVY 



TPKAESAREA 
KLGIPHVWAS 
AMAMEALKI I 
EVLDVPRVSA 
CAAGVRSAQA 



MLALNPSVKV 
ILGFDAQLSV 
TGVGTPLIGK 
LVDGVSLIDV 
IAILESAGYT 



TVSVRRLDWS 
FHAGHGPI YE 
LGYYSSLDGT 
REPSEFSAYS 
GMSSLDGGIE 



NALSELADSD 
DLFPTPPPPG 
WEYIPVVGSP 
I PGAHNTPLS 
GWLDSLG 



>RXN02909 TRANSLATE of: rxn02909 
MNRARIATIG VLPLALLLAS CGSDTVEMTD 
GNSSLSGFTG CVPFTGRAEF FQNGEQSSVL 
VDLLPGSFEI SRTSGSEILL TSDVDELDRP 



seq check: 3255 from: 1 to: 486 

STWLVTNIYT DPDESNSISN LVISQPSLDF 

DADYVTLSSL DFDKLPDDCQ GQELKVHNEL 

AIRLVSWIAP TS 



>RXN02912 TRANSLATE of: rxn02912. 
VTSPELQNIL NNYWSGRAEA YHLNQTQSER 
CGAGYVTHLL SDCGYETIGV DGSEEMINQA 
SFDAITSRYV LWTLLDPQAA INRWVSLLKP 
FVETYTPELL RNLPMSTTST GHNFAELFHN 
PQFLFRGIKS S 



seq check: 8900 from: 1 to: 753 

AQFERPIWEK VWSKALPIVS EEAVKVLDLG 

TQENGLRRST GRATAIFQVG DAHDPEFREG 

GGVIACVDAA WYPKGIDAGT EVDSVDGPSA 

AGLKEVTLTP IEGLAELDQR FGLSPGHEST 



>RXN02918 TRANSLATE of: rxn02918.seq check: 9454 from: 1 to: 441 
MSEILETYWA PHFGKTEEAT ALVSYLAQAS GDPIEVHTLF GDLGLDGLSG NYTDTEIDGY 
GDAFLLVAAL SVLMAENKAT GGVNLGELGG ADKSIRLHVE SKENTQINTA LKYFALSPED 
HAAADRFDED DLSELANLSE ELRGQLD 



>RXN02965 TRANSLATE of: rxn02965.seq check: 5418 from: 1 to: 591 
MEKFTTYTGV GVPLQRSNVD TDQIIPAVYL KRVTRTGFED GLFSNWRQND PNFVLNTDTY 
KNGSVLVAGP DFGTGSSREH AVWALMDYGF RAVFSSRFAD I FRGNSGKAG MLTGIMEQSD 
IELLWKLMEQ TPGLELTVNL EKQIVTAGDV VISFEVDPYI RWRLMEGLDD AGLTLRKLDE 
IEDYEAKRPA FKPRTNA 



>RXN02970 TRANSLATE of: rxn02970.seq check: 6259 from: 1 to: 1368 

LALKGYTNFD GEFIEFGSVQ AKEEEKRAFD NDRAHVFHSW SAQDKISPKV WAAAEGSTLY 

DFDGNAFIDM GSQLVSANLG HNNPRLVEAI QRQAARLTNI NPAFGNDVRS DVAAKIVSMA 

RGEFSHVFFT NGGADAIEHS IRMARLHTGR NKILSAYRSY HGATGSAMML TGEHRRLGNP 

TTDPDI YHFW APFLHHSSFF ATTQEEECER ALKHLEDVIA FEGAGMIAAI VLEPVVGSSG 

I ILPPAGYLN GVRELCNKHG ILFI ADEVMV GFGRTGKLFA YEHAGDDFQP DMITFAKGVN 

AGYAPLGGIV MTQSIRDTFG SEAYSGGLTY SGHPLAVAPA KAALEI YAEG EI I PRVARLG 

AELIEPRLRE LAEENVAIAD VRGIGFFWAV EFNADATAMA AGAAEFKERG VWPMISGNRF 

HIAPPLTTTD DELVALLDAV EAAAQAVELT FAGALF 



>RXN03003 TRANSLATE of: rxn03003.seq check: 6068 from: 1 to: 675 
MTSRTPLVSV LPDFPWDSLA SAKAKAASHP DGIVNLSVGT PVDPVAPSIQ IALAEAAGFS 
GYPQTIGTPE LRAAIRGALE RRYNMTKLVD ASLLPVVGTK EAIALLPFAL GISGTVVIPE 
IAYPTYEVAV VAAGCTVLRS DSLFKLGPQI PSMMFINSPS NPTGKVLGIP HLRKVVKWAQ 
ENNVILAADE CYLGLGWDDE NPPISILDPR VCDGDHTNLI AIHSL 



>RXN03004 TRANSLATE of: rxn03004.seq check: 4340 from: 1 to: 480 

VLLSDRDIRK SIDAGDLGIE PFDAELIQPS SVDVRMDRYF RVFNNSKYTH IDPKLNQDEL 

TSLVEVEDGE GFVLHPGEFV LASTLEKFTL PAHLAGRLEG KSSLGRLGLL THSTAGFIDP 
GFSGYITLEL SNVANLPITL WPGMKVGQLA LFQMSSPAET 

>RXN03007 TRANSLATE of: rxn03007.seq check: 3470 from: 1 to: 369 

MTSPATLKVL NAYLDNPTPT LEEAIEVFTP LTVGEYDDVH IAALLATIRT RGEQFADIAG 

AAKAFLAAAR PFPITGAGLL DSAGTGGDGA NTINITTGAS LIAASGGVKL VKHGNRSVSS 
KSG 



>RXN03058 TRANSLATE of: rxn03058.seq check: 2459 from: 1 to: 483 
VSKLKGSRSL LDVGSGDHSF ADLAGRQVAH VDVVDPLINT TFEEFQPTQS YDAITFIASL 
HHMNAEEGLN KAVRILNPGG KLLI VGLAKN KTASDWIISG LQAFLSRPIS LINREQQIYP 
FPTKEPSESL HEIRQLTKQL LPHRRIRRGI HFRYLLEWTK P 
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>RXN03063 TRANSLATE o 

VEDLSYRIPQ SRTVAEQVPG 

RFIDLASGIA VTTVGGSNAA 

DKKSAL FNSG AEAVENAVKV 

LAADVYRAPM SYPLRDGLSG 

FLAAISTWCR ENDVVFIADE 

GRAEIMDAPG PGALGGTYGG 



f: rxn03063. 
PKSKALDERR 
VAKAVGAAAA 
ARAYTGKGAV 
PEAAERAISV 
IQSGFLRTGD 
N P VAC AAA LA 



seq check: 
QAAVARALAP 
RFTHTCFMVS 
VVFDNAYHGR 
IESQVGAENL 
WFASDAEGVI 
AIEVMEQADL 



3919 from: 
GLPGYVVDAD 
PYETYVAMAE 
TNLTMAMTAK 
ACVVIEPIQG 
PDVITTAKGI 
KTRA 



1 to: 1032 
GGILADADGN 
RLNALTPGDH 
NRPYKSGFGP 
EGGFIVPAPG 
AGGMPLSAVT 



>RXN03074 TRANSLATE of: rxn03074.seq check: 6105 from: 1 to: 498 
MTQSAPEFIA TADLVDIIGD NAQSCDTQFQ NLGGATEFHG I ITTVKCFQD NALLKS ILSE 
DNPGGVLVID GDASVHTALV GDI IAGLGKD HGWSGVIVNG AIRDSAVIGT MTFGCKALGT 
NPRKSTKTGS GERDVVVSIG GIDFI PGHYV YADSDGI IVT EAPIKQ 

>RXN03105 TRANSLATE of: rxn03105.seq check: 7399 from: 1 to: 435 
LILPVQEGIS YFPTPLHLNH IGGSRLSAHV EDEDLRLDRD AVSEFGRKTH ELFPGVNPEP 
NRFSVHYDTY TADKSPI IDA VDNVI VLTGG SGHAFKLSPA YGELAAQRAV GNTSPLYSED 
FRIASHEPIK ERCTYRKLTF LSARF 

>RXN03114 TRANSLATE of: rxn031 1 4 . seq check: 9278 from: 1 to: 552 
TPGHFVALAR EIAGAVRREL TVGLDAGDGP ILRQSFDVGF LLVDASFHIH INGVSTGQSV 
APDDVVEVVR GLADASELSV ESVAELCTPV APVSLSEAQG NPAPIGWLEH DGVVS.LGAGI 
PGGRVEARLA RFIAVIEAET TITPWNSLII HDLYEGVAEQ VVKVLAPMGL VFDANSPLLE 
SPAL 



>RXN03137 TRANSLATE of: rxn03137 . seq check: 
LELNKAAYMF EYSFDDITVS GYDPHPLIRG KVAV 



1609 from: 1 to: 102 



>RXN03171 TRANSLATE of: rxn03171.seq check: 5756 from: 1 to: 513 

MDITI VNHPL VASRLTLLRD ERSDNAAFRA AANDLGAMLI YEASRDLEVE HFDTKTPVAM 

AEGTRLKQPP IIVPIIRAGL GMI DPALSMI PDAQVGFIGL ARDEETHEPV PYLEALPQDL 

SNQPVFLVDP MLATGGSLLH AIRLLADRGA TDITAICMVS AQPGVDALAE S 



>RXN03176 TRANSLATE of: rxn03176.seq check: 
ELADYI PELK SADPNPLAVA LCTVNGHIYS AGDDDIEFTM 
VSASVALEPS GEAFNELSLD GENRPMNPMI NAGAIAINQL 
ELAGRELTID RVLAESELAG ADRNLSIAHM LRNYGVIEDE 
LAVMTATLAA GGTHPITGKK LLDARVCRLT LSVMASAGMY 
GLIGILPGQL GIATFSPRLN PKGNSVRGVK IFKQLSDDMG 



4586 from: 1 to: 861 
QSISKPFAYA LALQECGFDE 
INGSDSTVED RVEKIRHYFS 
AHDAVLSYTL QCAIKVTTRD 
DEAGQWLSTV GIPAKSGVAG 
LHLMSTE 



>RXS00116 TRANSLATE of: RXS00116.seq check: 3330 from: 1 to: 1161 

MSNDFVVSRLRPFGETI FATMTQRAVEAGAINLGQGFPDEDGPRRMLEIASEQILGGNNQYSAGRGDAS 

LRAAVARDHLERFDLEYNPDSEVLITVGATEAITATVLGLVEPGDEVIVLEPYYDAYAAAIALAGATRV 

AVPLQEVENSWDVDVDKLHAAVTKKTRMIIVNSPHNPTGSVFSKKALKQLAGVARAYDLLVLSDEVYEH 

LVFDDQKHVSVAKLPGMWDRTVTVSSAAKTFNVTGWKTGWALAPEPLLEAVLKAKQ FMSYVGATPFQPA 

VAHAIEHEQKWVSKMSKGLELKRDILRTALDKAGLKTHDSMGTYFIVADIGDRDGAEFCFELIEKVGVA 

AIPVQAFVDHPKKWSSKVRFAFCKKEETLREAAERLKGIKKL 

>RXS00147 TRANSLATE of: RXS00147.seq check: 7603 from: 1 to: 1179 
VSKDTTTYQGVTEIGSVPAYLVLADGRTFTGFGFGAIGTTLGEAVFTTAMTGYQETMTDPSYHRQIVVA 
TAPQIGNTGWNDEDNESRDGKIWVAGLVIRDLAARVSNWRATTSLQQEMAGQGIVGIGGIDTRALVRHL 
RNEGSIAAGI FSGADAQRPVEELVEIVKNQPAMTGANLSVEVSADETYVIEAEGEERHTVVAYDLGIKQ 
NTPRRFSARGVRTVIVPAETPFEDIKQYNPSGVFISNGPGDPAAADVMVDIVREVLEADI PFFGICFGN 
QILGRAFGMETYKLKFGHRGINVPVKNHITGKIDITAQNHGFALKGEAGQEFETDFGTAI VTHTCLNDG 
VVEGIALKSGRAYSVQYHPEAAAGPNDASPLFDQFVELMDADAQKKGA 

>RXS00349 TRANSLATE of: RXS00349.seq check: 102 from: 1 to: 1467 
MLSFATLRGRISTVDAAE<AAPPPSPLAPIDLTDHSQVAGVMNLAARIGDILLSSGTSNSDTKVQVRAVT 
SAYGLYYTHVDITLNTITIFTNIGVERKMPVNVFHVVGKLDTNFSKLSEVDRLIRSIQAGATPPEVAEK 
ILDELEQSPASYGFPVALLGWAMMGGAVAVLLGGGWQVSLIAFITAFTI IATTSFLGKKGLPTFFQNVV 
GGFIATLPASIAYSLALQFGLEIKPSQIIASGI VVLLAGLTLVQSLQDGITGAPVTASARFFETLLFTG 
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GIVAGVGLGIQLSEILHVMLPAMESAAAPNYSSTFARI IAGGVTAAAFAVGCYAEWSSVI IAGLTALMG 
SAFYYLFVVYLGPVSAAAIAATAVGFTGGLLARRFLI PPLIVAIAGITPMLPGLAI YRGMYATLNDQTL 
MGFTNIAVALATASSLAAGVVLGEWIARRLRRPPRFNPYRAFTKANEFSFQEEAEQNQRRQRKRPKTNQ 
RFGNKR 

>RXS00389 TRANSLATE of: RXS00389.seq check: 9029 from: 1 to: 1560 
MITATALHGCSLI DGEWVAGKNGEITGFDPRTNASLNPSYSLANSAQLRAATTSAKRAFESYRLTTPEV 
RADFLDSIADNIDALSGEI VQRASLETGLGTTRLTGEVARTSNQLRLFAETVRSGQFHRVRIERGPRID 
LRQRQVPLGPVAVFGASNFPVAFSTAGGDTASALAAGCPVVFKAHNAHPGTAELVGQAVRGAVEKHEFD 
AGVFNLVYGRGVEIGQELAADPNITAIGFTGSRQGGLALSQTAFSRPVPVPVFAEMSATNPVFVFPGAL 
ADLDASSSLAEAFTASVTGSSGQLCTKPGLVFIPRGVVGDAFVALVAAKFKETTGQTMLTQGIAQAWQR 
GVDNLAAQPSVKILAQGTPGDGENAPGPVVFESDVQALLNNVVLQEEIFGAASLVVRYDSPDQLHQVAN 
SLEGQLTATIHASQDDFQEVSKLI PLLEDLAGRVLYGGWPTGVEVGHTVIHGGPYPATSNAQSTSVGTL 
AIERFMRPVSYQTFPAELLPDPVSEANKWAVPREIDR 

>RXS00391 TRANSLATE of: RXS00391.seq check: 5340 from: 1 to: 720 

LLRDSQRVGLAIDPSIALVMATSGSTGTPKGAQLTPLNLVSSADATHQFLGGEGQWLLAMPAHHIAGMQ 

VLLRSLIAGVEPLAIDLSTGFHIDAFAGAAAELKNTGDRVYTSLTPMQLLKAMDSLQGIEALKLFDVIL 

VGGAALSKQARISAEQLDINIVTTYGSSETSGGCVYDGKPIPGAKVRISDERIELGGPMIAQGYRNAPE 

HPDFANEGWFTTSDSGELHDGILTVTGRVDTRH 

>RXS00393 TRANSLATE of: RXS00393.seq check: 4530 from: 1 to: 894 
MSHTEPQPNSVTLSDWIQGARPRTWANAFAPVIAGSGVAAFHDGFVWWKALLALVVAWALI IGVNYAND 
YSDGIRGTDEDRTGPLRLTGSGLAEPKKVPCAAAFISFGIAGVAGTALSLLSAWWLILIGILCVLGAWFY 
TGGKNPYGYRGLGEIAVFI FFGLVAVMGTQFTQTGSVSWAGLAAAVGVGSMSAGVNLANNIRDI PTDSK 
TGKITLAVRLGDAGARKLFLALISTPFIMSICLAFVAWPALIAI IVFPLALKAAGPIRNNATGKDLI PV 
IGSTGRAMALWAVLTGLALAFS 

>RXS00405 TRANSLATE of: RXS00405.seq check: 4870 from: 1 to: 513 
MPKYDNSNADQWGFETRSIHAGQSVDAQTSARNLPIYQSTAFVFDSAEHAKQRFALEDLGPVYSRLTNP 
TVEALENRI ASLEGGVHAVAFSSGQAATTNAILNLAGAGDHI VTS PRLYGGTETLFLI TLNRLGI DVS F . 
VENPDDPESWQAAVQPNTKAFFGETFANPQADV 

>RXS00419 TRANSLATE of: RXS00419.seq check: 8218 from: 1 to: 759 
MLNAVGKAQN I LLLGGT SE I G I S I VSRFLKQGPSH VTLAARKDS PRVDAAVAE I KAAGAAS VAVVDFDA 
LDTESHPAAIDAAFENGDVDVAIVAFGILGDNEAQWRDQALAVEATTVNYTAGVSVGVLLGQKFEQQGH 
GTIVALSSVAGQRVRRSNFVYGSAKAGFDGFYTQLGEALRGSGANVLVVRPGQVRTKMSADGGEAPLTV 
NREDVADAVYDAVVNKKDI I FVHPLFQYVSFAFQFI PRAI FRKLPF 

>RXS00446 TRANSLATE of: RXS00446.seq check: 3948 from: 1 to: 864 
MGAVELREALAEHLE VE FDQVT VGCGS S ALCQQLVQATCAQG DEV I FPWRS FEAY P I FAQVAGAT P VAI 
PLTADQNHDLDAMAAAITDKTRLI FICNPNNPSGTTITQAQFDNFMEKVPNDVVVGLDEAYFEFNRADD 
TPVATEEIHRHDNVIGLRTFSKAYGLAGLRVGYAFGNAEI IAAMNKVAI PFAVNSAAQAAALASLNSAD 
ELMERVEETVEKRDAVVSALGAAPTQAN FVWLPGEGAAELAAKLAEHGIVIRAFPEGARISVTNAEETD 
KL L RAW E A I NAG 

>RXS00618 TRANSLATE of: RXS00618.seq check: 4181 from: 1 to: 1107 

MQMLDRVHRRRREGKDTLMFCAGQPSTGAPEAVIEEAEIALRSGPLGYTEVIGDREFRERIADWHSATY 

DVDTNPDNVIVTTGSSGGFVASFIATLDHGDYVAMPTPGYPAYRNILESLGAKVLNLRCTAETRFQPTA 

QMLEELPHKPKAVIVTSPGNPTGTI IDPEELERIAKWCDDNDAVLISDEDYHGMSFGRPLATAHQFSKN 

AIVVGTLSKYFSMTGWRVGWIIVPDELVTPIENLQASLSLCAPAIGQAAGRAAFTLEAGAELDAHVEAY 

REAREVFVDKLPEIGLGTFADPDGGLYLWVDVSAYTDDSEEWALRLLDEAGVAVAPGVDFDPEEGHKWI 

RLSLCASKEDTIEGVRKIGEFIKK 

>RXS00838 TRANSLATE of: RXS00838.seq check: 1249 from: 1 to: 900 

MKIAIVGAGAVGGYFGALLQESGADITMVARGRTLEALKSKGLHINDARGERYVPI PAVASVQELKDAD 

VVMIATKALSRSLDLAELLGGIPANSVVAITQNSIESADLAAKSIGADRVWPGVVRGFFVHEGPASVSY 

KGGPLSYTFGDSGELSRQFASTLEQAGIDGVLHPDILVDVWEKAMFVEVFGGLGAFVEKQLGTLRTHFR 

ASLEALMEEVAEVARAAGVALPSDAVERTMNFADRMPENSTSSMQRDLAAGVASELEAQTGAIVRAAHK 

VGVKTPLHDL1YAGLKLKEEENSL 
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>RXS00870 TRANSLATE of: RXS00870.seq check: 4548 from: 1 to: 1512 
MSEPQTISHWIDGAISPSTSGKTAPVYNPATGQVTANVALASQEEIDATIASATKAAKTWGNLSIAKRQ 
AVLFNFRELLNARKGELAEI ITAEHGKVLSDAMGEILRGQEVVELATGFPHLLKGAFNENVSTGI DVYS 
LKQPLGVVGIISPFNFPAMVPMWFFPIAIAAGNAVILKPSEKDPSAALWMAQIWKEAGLPDGVFNVLQG 
DKLAVDGLLNSPDVSAISFVGSTPIAKYI YETSAKNGKRVQALGGAKNHMLVLPDADLDLVADQAINAG 
YGAAGERCMAVSVVLAIESVADELIEKIKERIDTLRIGNGAGDEQGEPHLGPLITDVHRDKVASYVDIA 
EADGAKI I VDGRNCAVDGHEEGFFFGPTLI DDI PLTFRAYTEEIFGPVLS VVRVASFDEAIELINSGEF 
GNGTAIFTNDGGAARRFQHEIEVGMIGINVPIPVPVAYHSFGGWKNSLFGDAKAYGTQGFDFFTREKAI 
TSRWLDPATHGGINLGFPQND 

>RXS00905 TRANSLATE of: RXS00905.seq check: 8965 from: 1 to: 801 

MTQFENAQVLKENIENQREQIFTQLKEIVSFNSVHSDPNLLEDYAGAKEWVKETLTNAGLTVSEFAAED 

GTTNFIGTRKGSEGAPKVLLYSHFDVVPSGPLDLWDTNPFELTERDAGHGTRWYGRGAADCKGNLVMHL 

AALRAVEASGDTTLNLTYVVEGSEEMGGGALSALIKDKPELFDADVILIADSGNASVGTPTLTTTLRGG 

GQVTVTVDTLEGAVHSGQNGGAAPDAVAALVRVLDTLRDEHGRTVIDGCQHHRKLEGRAL 

>RXS00906 TRANSLATE of: RXS00906.seq check: 3597 from: 1 to: 504 
MNTDAPLSTAVNTTANWKGEPYDPETFRSDAGILDGVDIMGDGDNPASMLWSRPAI SITGFTSTPVAEA 
LNAVPATASAKLNLRVPAGLEANDVAEKLKQHLINHTPWGAKITVEIDDINQPFSTDITGPAMSTLASC 
LSAAYEGKDLVTEGSGGSI PLCTELIEVNP 

>RXS00907 TRANSLATE of: RXS00907.seq check: 9200 from: 1 to: 123 
LALYGVEEPLTVIHSANESVDPNEIRDIATAEALFLLNYTK 

>RXS00998 TRANSLATE of: RXS00998.seq check: 1808 from: 1 to: 462 
MTSRDDQPQDLLSLAELAATRALTTDELEALNNANYGLDRNLGLRYTTIEPGRVVSELHVASKHLQVVG . 
LVNGGVYAAIAESTGSVASMISAPGP<MVVGINNNTDFISAVSSGVI VAEATPIQLGGRTHLWQIECTHR 
GEVVARTTLRTMVLNK 

>RXS01105 TRANSLATE of: RXS01105.seq check: 6552 from: 1 to: 1098 
MTKITLSDLPLREELRGEHAYGAPQLNVDI RLNTNENPYPPSEALVADLVATVDKIATELNRYPERDAV 
ELRDELAAYITKQTGVAVTRDNLWAANGSNEILQQLLQAFGGPGRTALGFQPSYSMHPILAKGTHTEFI 
AVSRGADFRI DMDVALEEI RAKQPDIVFVTTPNNPTGDVTSLDDVERI INVAPGI VI VDEAYAEFSPSP 
SATTLLEKYPTKLVVSRTMSKAFDFAGGRLGYFVANPAFIDAVMLVRLPYHLSALSQAAAI VALRHSAD 
TLGTVEKLSVERVRVAARLEELGYAVVPSESNFVFFGDFSDQHAAWQAFLDRGVLIRDVGI AGHLRTTI 
GVPEENDAFLDAAAEI IKLNL 

>RXS01130 TRANSLATE of: RXS01130.seq check: 121 from: 1 to: 603 
MDLARKLGLLAGKLVDAAPVSIEVEARGELSSEQVNALGLSAVRGLFSGI IEESVTFVNAPRIAEERGL 
DISVKTNSESVTHRSVLQVKVITGSGASATVVGALTGLERVEKITRINGRGLDLRAEGLNLFLQYTDAP 
GALGTVGTKLGAAGINIEAAALTQAEKGDGAVLILRVESAVSEELEAEINAELGATSFQVDLD 

>RXS01145 TRANSLATE of: RXS01145.seq check: 748 from: 1 to: 1014 
MAIELLYDADADLSLIQGRKVAI VGYGSQGHAHSQNLRDSGVEVVIGLREGSKSAEKAKEAGFEVKTTA 
EAAAWADVIMLLAPDTSQAEI FTNDIEPNLNAGDALLFGHGLNIHFDLIKPADDI I VGMVAPKGPGHLV 
RRQFVDGKGVPCLIAVDQDPTGTAQALTLSYAAAIGGARAGVI PTTFEAETVTDLFGEQAVLCGGTEEL 
VKVGFEVLTEAGYEPEMAYFEVLHELKLIVDLMFEGGISNMNYSVSDTAEFGGYLSGPRVI DADTKSRM 
KDILTDIQDGTFTKRLIANVENGNTELEGLRAS YNNHPIEETGAKLRDLMSWVKVDARAETA 

>RXS01183 TRANSLATE of: RXS01183.seq check: 908 from: 1 to: 303 
MAFSVEMPELGESVTEGTITQWLKSVGDTVEVDEPLLEVSTDKVDTEI PSPVAGVILEIKAEEDDTVDV 
GGV I AI I G DADET PANEAPADEAPAPAEEEE P 

>RXS01260 TRANSLATE of: RXS01260.seq check: 3260 from: 1 to: 1182 

VTFNYEDAHKRSRGVSDKIVGGVHYLMKKNKI IEIHGLGNFKDAKTLEVTDGKDAGKTITFDDCI IATG 

SVVNTLRGVDFSENVVSFEEQILNPVAPKKMVIVGAGAIGMEFAYVLGNYGVDVTVIEFMDRVLPNEDA 

EVSKVIAKAYKKMGVKLLPGHATTAVRDNGDFVEVDYQKKGSDKTETLTVDRVMVSVGFRPRVEGFGLE 

NTGVKLTERGAIEIDDYMRTNVDGI YAIGDVTAKLQLAHVAEAQGIVAAETIAGAETQTLGDYMMMPRA 

TFCNPQVSSFGYTEEQAKEKWPDREIKVASFPFSANGKAVGLAETDGFAKIVADAEFGELLGAHLVGAN 

ASELINELVLAQNWDLTTEEISRSVHIHPTLSEAVKEAAHGISGHMINF 
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>RXS01261 TRANSLATE of: RXS01261.seq check: 5376 from: 1 to: 171 
VTEHYDVVVLGAGPGGYVSAIRAAQLGKKVAVIEKQYWGGVCLNVGCIPSKVSDQKR 



>RXS01807 TRANSLATE of: RXS01807.seq check: 712 from: 1 to: 792 
MPSAGEEILEQRAQLEFDQRRADVVMIGSQVVYGSVGLSTVAIPVMHNEGLRVVAVPTVVLSSMPRYASS 
HRQPMSDQWLADALQDLVDLGIIDEVSTISTGYFTSASQVRVVAAWLQKIRETHPHVRIVVDPIMGDSD 
VGI YVADEIATAICQDLCPLATGI IPNAFELSHMVGSGDPRSLLGPFGEWII ITSATETVGTTVTRIVT 
RDSVQEIASATVDTTAKGAGDVYAAALIAALHKDFSLIDAASHASNTVCAGLQTKAL 

>RXS02001 TRANSLATE of: RXS02001.seq check: 4280 from: 1 to: 1158 

MPVINSIASFSDEMTRWRRHLHQNPEISFDCVETAAFVAEQLRSFGVDEIHTGIAKTGI IALIHGREAG 

PVVGLRADMDALPLTEITGVDYASTTPGKMHACGHDGHTTMLLGAAKYLAETRNFAGTVALI FQPAEEN 

GGGAGVMVDEGVLDRFAIAEVYALHNQPGLPLGHFMTTAGPIMAAVDTFDINITGRGGHGAKPHQTRDP 

IVAAVGIVQAFQTIVSRNHNPVEDLVVSVTQIHTGSADNIIPETAYINGTVRTFNKDVQAMVITRMEEI 

VAGQAAAYGVEATLTYNRNYPATINDAAKAAIAAEVAGEVGLGVNPNGSRGMGAEDFSYFLEKRPGAYL 

FVGNGDSAGLHNPAYNFNDEAAPYGASFLARMAERPLPLKG 



>RXS02021 TRANSLATE of: RXS02021.seq check: 9962 from: 1 to: 948 
MSENIRGAQAVGIANIAMDGTILDTWYPEPQIFNPDQWAERYPLEVGTTRLGANELTPRMLQLVKLDQD 
RLVEQVAVRTVI PDLSQPPVDAHDVYLRLHLLSHRLVRPHEMHMQNTLELLSDVVWTNKGPCLPENFEW 
VRGALRSRGLIHVYCVDRLPRMVDYVVPPGVRISEAERVRLGAYLAPGTSVLREGFVSFNSGTLGAAKV 
EGRLSSGVVIGEGSEIGLSSTIQSPRDEQRRRLPLSIGQNCNFGVSSGI IGVSLGDNCDIGNNIVLDGD 
TPIWFAADEELRTI DSIEGQANWSIKRESGFHEPVARLKA 

>RXS02101 TRANSLATE of: RXS02 10 1 . seq check: 3861 from: 1 to: 1263 
MSRISELLNNHGVDLSWQEAAYQDFHEHPELSGFESETADRIQKYLERFDCEVI PNVGGYGILAVFRNG 
STDPGAPVALMRADFDGLPVKEITGVPFASTRMRPHDGANVHVMHACGHDVHVTALLGACAILDERRDA 
WEGTFIALFQPSEENSQGANKMVAGGLVDLI PRPDVCFGQHVVPGAAGTVMSMPGGALAACDSIEIRIQ 
GRSAHGSMPHNSIDPTYVAAMIVVRLQGIVGREVSPEDFAVISVGTLQSGNTNNTI PASARLVLNCRFY 
NDKVKHKVYRAIERVVRGECLASGIEEEPVIEYFAHGDLTNNTPVVFDTVRPVFDDVFGEDSI DAYRWT 
ASEDFPSI PKAFNSPYLYWTIGVTPRDQWTEAVERDRVAS DV PANHMGDFLPDYAPTMSAATRAAAAAL 
LTYLGTN 



>RXS02157 TRANSLATE of: RXS02157.seq check: 5341 from: 1 to: 1173 

MSTLETWPQVI INTYGTPPVELVSGKGATVTDDQGNVYIDLLAGIAVNALGHAHPAI IEAVTNQIGQLG 

HVSNLFASRPVVEVAEELIKRFSLDDATLAAQTRVFFCNSGAEANEAAFKIARLTGRSRILAAVHGFHG 

RTMGSLALTGQPDKREAFLPMPSGVEFYPYGDTDYLRKMVETNPTDVAAIFLEPIQGETGVVPAPEGFL 

KAVRELCDEYGILMITDEVQTGVGRTGDFFAHQHDGVVPDVVTMAKGLGGGLPIGACLATGRAAELMTP 

GKHGTTFGGNPVACAAAKAVLSVVDDAFCAEVARKGELFKELLAKVDGVVDVRGRGLMLGVVLERDVAK 

QAVLDGFKHGVI LNAPADNI I RLT PPLVI TDEE I ADAVKAI AET I A 

>RXS02197 TRANSLATE of: RXS02197.seq check: 490 from: 1 to: 528 
AERMRFSFPRQQRGRFLCIADFIRPREQAVKDGQVDVMPFQLVTMGNPIADFANELFAANEYREYLEVH 
GIGVQLTEALAEYWHSRVRSELKLNDGGSVADFDPEDKTKFFDLDYRGARFSFGYGSCPDLEDRAKLVE 
LLEPGRIGVELSEELQLHPEQSTDAFVLYH PEAKY FNV 

>RXS02234 TRANSLATE of: RXS02234.seq check: 4131 from: 1 to: 3339 

MPKRSDINHVLVIGSGPIVIGQACEFDYSGTQACRVLKEEGLRVTLINSNPATIMTDPEMADHTYVEPI 

EPEYIDKIFAKEIEQGHPIDAVLATLGGQTALNAAIQLDRLGILEKYGVELIGADI DAI ERGEDRQKFK 

DIVTTIGGESARSRVCHNMEEVHETVAELGLPVVVRPSFTMGGLGSGLAYNTEDLERIAGGGLAASPEA 

NVLIEESILGWKEFELELMRDTADNVVVICSIENVDALGVHTGDSVTVAPALTLTDREFQKMRDQGIAI 

IREVGVDTGGCNIQFAINPVDGRI ITIEMNPRVSRSSALASKATGFPIAKIXLAAKLAIGYTLDEITNDIT 

GETPAAFEPTIDYVVVKAPRFAFEKFVGADDTLTTTMKSVGEVMSLGRNYIAALNKALRSLETKQQGFW 

TKPDEFFAGERATDKAAVLEDLKRPTEGRLYDVELAMRLGASVEELYEASSI DPWFLAELEALVQFRQK 

LVDAPFLNEDLLREAKFMGLSDLQIAALRPEFAGEDGVRTLRLSLGIRPVFKTVDTCAAEFEAKTPYHY 

SAYELDPAAESEVAPQTEREKVLILGSGPNRIGQGIEFDYSCVHAALELSRVGYETVMVNCNPETVSTD 

YDTADRLYFEPLTFEDVMEVYHAEAQSGTVAGVIVQLGGQTPLGLADRLKKAGVPVIGTSPEAIDMAED 

RGEFGALLNREQLPAPAFGTATSFEEARTVADEISYPVLVRPSYVLGGRGMEIVYDEASLEDYINRATE 

LSSDHPVLVDRFLDNAIEIDVDALCDGDEVYLAGVMEHIEEAGIHSGDSACALPPMTLGAQDIEKVREA 

TKKLALGIGVQGLMNVQYALKDDILYVIEANPRASRTVPFVSKATGVNLAKAASRIAVGATIKDLQDEG 

MIPTEYDGGSLPLDAPIAVKEAVLPFNRFRRPDGKTLDTLLSPEMKSTGEVMGLANNFGAAYAKAEAGA 
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FGALPTEGTVFVTVANRDKRTLILPIQRLALMGYKILATEGTAGMLRRNGIECEVVLKASDIREGVEGK 
SIVDRIREGEVDLILNTPAGSAGARHDGYDIRAAAVTVGVPLITTVQGVTAAVQGIEALREGVVSVRAL 
QELDHAVKA 

>RXS02262 TRANSLATE of: RXS02262.seq check: 7976 from: 1 to: 1146 

MTATYTTETAINFLFLSEPDMIAAGVKDVAQCVDVMEETLVLLAQGDYKMAGLNSNSHGAMITFPENPE 

FEGMPKDGPDRRFMAMPAYLGGRFKNTGVKWYGSNAENKASGLPRSIHTFVLNDTVTGAPKAIMSANLL 

SAYRTGAVPGVGVKHLAVADATTLAVVGPGVMAKTITEACIAERPGITTIKIKGRSERGINAFATWALE 

KFPEIEVVAVGSEEDVVKDADIVIAATTTDAAGSSAFPYFKKEWLKPGALLLLPAAGRFDDAYLLDDAR 

LVVDYMGLYEAWAEEYGPQAYQLLGIPGTHWYDLALQGKLDLAKISQIGDICSGKLPGRTNDEEI ILYS 

VGGMPVEDVAWATQVYENALEKGVGTTLNLWESPALA 

>RXS02299 TRANSLATE of: RXS02299.seq check: 8495 from: 1 to: 408 
MLRT I LGS KI HRATVTQADLDYVGS VT I DADLVHAAGLI EGEKVAI VDI TNGARLET YVI VGDAGTGNI 
CINGAAAHLINPGDLVIIMSYLQATDAEAKAYEPKIVHVDADNRIVALGNDLAEALPGSGLLTSRSI 

>RXS02315 TRANSLATE of: RXS02315.seq check: 920 from: 1 to: 1629 
MSSTPAQDLARAVIDSLAPHVTDVVLCPGSRNSPLSLELLARQDLRVHVRIDERSASFLALSLARTQAR 
PVAVVMTSGTAVANCLPAVAEAAHAHIPLIVLSADRPAHLVGTGASQTINQTGI FGDLAPTVGITELDQ 
VAQIAESLAQGASQI PRHFNLALDVPLVAPELPELHGEAVGASWTHRWINHGEVTVDLGEHTLVIAGDE 
AWEVEGLEDVPTIAEPTAPKPYNPVHPLAAEILLKEQVSAEGYVVNTRPDHVIVVGHPTLHRGVLKLMS 
DPGIKLTVLSRTDI ITDPGRHADQVGSTVKVTGTQEKQWLKICSAASELAADGVRDVLDNQEFGFTGLH 
VAAAVADTLGTGDTLFAAASNSIRDLSLVGMPFDGVDTFSPRGVAGI DGSVAQAIGTSLAVQSRHPDEI 
RAPRTVALLGDLSFLHDIGGLLIGPDEPRPENLTI VVSNDNGGGI FELLETGADGLRPNFERAFGTPHD 
ASIADLCAGYGIEHQVVDNLQDLI IALVDTTEVSGFTI IEASTVRDTRRAQQQALMDTVH 

>RXS02319 TRANSLATE of: RXS02319.seq check: 7220 from: 1 to: 957 

MSNYSTDNPFDPTQWATVPGFEEFTDITYHRHVGTTRADGIVRIAFDRPEVRNAFRPHTVDELYQALDH 

ARRTPDVGTILLTGNGPSEKDGGWAFCSGGDQRIRGRSGYQYATEHARDDATADVFTVDIARTKVEGGR 

LHILEVQRLIRTMPKVVIAVVNGWAAGGGHSLHVVCDLTIASRQEARFKQTDADVGSFDAGYGSAYLAK 

MVGQKNAREI FFLGRTYDAERMQQMGAVNIVADHGDLEKEAIQAAREINTKSPTGQRMLKFAFNLTDDG 

LMGQQVFAGEATRLAYMTDEAVEGKEAFLEKREPNWNEFPYYY 

>RXS02550 TRANSLATE of: RXS02550.seq check: 5515 from: 1 to: 1311 
VTTDKRKTSKTTDTANKAVGADQAARPTRRTTRRI FDQSEKMKDVLYEIRGPVAAEAERMELDGHNILK 
LNTGNPAVFGFDAPDVIMRDMIANLPTSQGYSTSKGI I PARRAVVTRYEVVPGFPHFDVDDVFLGNGVS 
ELITMTTQALLNDGDEVLI PAPDYPLWTAATSLAGGKPVHYLCDEEDDWNPSIEDIKSKISEKTKAI VV 
INPNNPTGAVYPRRVLEQIVEIAREHDLLILADEI YDRILYDDAEHI SLATLAPDLLCITYNGLSKAYR 
VAGYRAGWMVLTGPKQYARGFIEGLELLAGTRLCPNVPAQHAIQVALGGRQSI YDLTGEHGRLLEQRNM 
AWTKLNEI PGVSCVKPMGALYAFPKLDPNVYEIHDDTQLMLDLLRAEKILMVQGTGFNWPHHDHFRVVT 
LPWASQLENAIERLGNFLSTYKQ 

>RXS02556 TRANSLATE of: RXS02556.seq check: 1750 from: 1 to: 1158 

LIVSTQPITDRSALSAEHAEVIKATLPLVGGKINEITPVFYNKMFAAHPELIANTFNRGNQKQGDQQKA 

LAASIAT FATMLVTPDAPDPVQLLSRIGHKHVSLGITADQYDIVHEHLFAAIVEVLGAETVTAPVAEAW 

DAVYWIMANVLIGFENNLYASNDLEPGDVFREVTVTAKKQLSATVWEYTLAGELVAPEPGQYTSIGVVL 

DDGARQLRQYSLLGGSDTEYRIAVEDNGEVSGFLRDRVSVGDKIEATIAAGDLVLNKDTNPVVLISQGI 

GSTPMVGMLAGMNPERDVVVLHADQAESTYAQVEEVQGLVEKLPKAAFEI FYRDNDQWLEVAGRIPSGA 

SVYLCGGVEFLKNVREQIEALDEQPRDVNFELFAPNDWLIS 

>RXS02560 TRANSLATE of: RXS02560.seq check: 4626 from: 1 to: 867 

MQGNSLNLADNSERKKPMPSPGELLAARYGQPATWTPPQWNETLDVIHQHRSVRRWLDKPVDDDTIRTI 

ISAAQSAGTSSNKQVISVIVVKDPELRKGLAGITRQMFPHLEQVPAVLIWLIDYSRISAVAAREDLPTG 

ALDYLDEAAWGFLDAGIAAQNAAIAAESLGLGTLYLGSVRNDAEAVHKLLGLPPEIVPVVGLEMGHADP 

PEPAGIKPPLPQEAIVHWDTYTEKNLELIDSYDRALDTYYSRYGQHQLWSKQTAHRAASKSFSKTNRQF 

LRGVFERAGFGLR 

>RXS02565 TRANSLATE of: RXS02565.seq check: 9394 from: 1 to: 1266 
VNDLTPDSGQEIRNAESLERFFEGTPNVKITKLEPHPGRTSI IVTVPGSDPDAEPLTLLGHTDVVPVDL 
PKWTKDPFGAEISDGQIWGRGSVDMLFITATQAAVTRQVAREGGLRGTLTFVGVADEEARGGLGAKWLS 
EEHQNLFSWKNCLSESGGSHLPVHDGSDAVVINVGEKGAAQRRIHVNGDAGHGS IPFDRDSAIVKIGEV 
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ARRIAAADLKVAKDDIWQGFVQAHRFDPETEQALLSGTSPEAYAEFGGLSRFAHAVSHLTIAQTVVRAG 
QAINVLPSHAYLELDIRTLPGQTNDYVDDTLRAALGDLADEVEIEHLISEEATVSPTDSRLYNTLEKVL 
GDFFPDAPVVPI ISSGGSDLRFGRRLGGVGYGFAVHARERTLAEAMGQLHSHDEALYLEDLELTVRGYD 
SVVREFLG 

>RXS02908 TRANSLATE of: RXS02908.seq check: 6002 from: 1 to: 261 
LKLHPEVLERAIADIKGVTAACVVGI PDPRLGQAIV7VAYSGSISPSEVIEGLDDLPRWQLPKRLKHLES 
LPSIGPGKADRRAIAKLF 

>RXS02937 TRANSLATE of: RXS02937.seq check: 1915 from: 1 to: 402 

VISNGEGPVVALRGDIDALPMAERSGKEYAATGVTQVDNTTGQETPVAHTCGHDVHISSLLGAVQAFNS 

HRELWNGTLMAVFQPAEETAAGARMMADQDNAPGNHSPAFAPDMQPTLDRGVEALVVAASAWLVK 

>RXS02970 TRANSLATE of: RXS02970.seq check: 6259 from: 1 to: 1368 
LALKGYTNFDGEFIEFGSVQAKEEEKRAFDNDRAHVFHSWSAQDKISPKVWAAAEGSTLYDFDGNAFID 
MGSQLVSANLGHNNPRLVEAIQRQAARLTNINPAFGNDVRSDVAAKIVSMARGEFSHVFFTNGGADAIE 
HSIRMARLHTGRNKILSAYRSYHGATGSAMMLTGEHRRLGNPTTDPDI YHFWAPFLHHSSFFATTQEEE 
CERALKHLEDVIAFEGAGMIAAIVLEPVVGSSGI ILPPAGYLNGVRELCNKHGILFIADEVMVGFGRTG 
KLFAYEHAGDDFQPDMITFAKGVNAGYAPLGGIVMTQSIRDTFGSEAYSGGLTYSGHPLAVAPAKAALE 
I YAEGEI I PRVARLGAELIEPRLRELAEENVAIADVRGIGFFWAVEFNADATAMAAGAAEFKERGVWPM 
I SGNRFHIAPPLTTTDDELVALLDAVEAAAQAVELTFAGALF 

>RXS03003 TRANSLATE of: RXS03003.seq check: 6068 from: 1 to: 675 
MTSRTPLVSVLPDFPWDSLASAKAKAASHPDGIVNLSVGTPVDPVAPSIQIALAEAAGFSGYPQTIGTP 
ELRAAIRGALERRYNMTKLVDASLLPVVGTKEAIALLPFALGISGTVVI PEIAYPTYEVAVVAAGCTVL 
RSDSLFKLGPQIPSMMFINSPSNPTGKVLGIPHLRKVVKWAQENNVILAADECYLGLGWDDENPPISIL 
DPRVCDGDHTNLIAIHSL 

>RXS03026 TRANSLATE of: RXS03026.seq check: 3330 from: 1 to: 267 
MPGKILLLNGPNLNMLGKREPDI YGHDTLEDVVALATAEAAKHGLEVEALQSNHQGELI DALHNARGTH 
IGCVINPGGLTTLRWRFWML 

>RXS03074 TRANSLATE of: RXS03074.seq check: 6105 from: 1 to: 498 
MTQSAPEFIATADLVDIIGDNAQSCDTQFQNLGGATEFHGIITTVKCFQDNALLKSILSEDNPGGVLVI 
DGDASVHTALVGDI IAGLGKDHGWSGVI VNGAIRDSAVIGTMTFGCKALGTNPRKSTKTGSGERDVVVS 
IGGI DFI PGHYVYADSDGI I VTEAPIKQ 

>RXS03112 TRANSLATE of: RXS03112.seq check: 9249 from: 1 to: 504 
VEI FGKTVGI VGFGHIGQLFAQRLAAFETTIVAYDPYANPARAAQLNVELVELDELMSRSDFVTIHLPK 
TKETAGMFDAHLLAKSKKGQI I INAARGGLVDEQALADAIESGHIRGAGFDVYSTEPCTDSPLFKLPQV 
VVTPHLGASTEEAQDRAGTDIADSVLKALA 

>RXS03158 TRANSLATE of: RXS03158.seq check: 9521 from: 1 to: 564 
LHSTTKYIEGHSDVVGGLVGTNDQEMDEELLFMQGGIGPI PSVFDAYLTARGLKTLAVRMDRHCDNAEK 
IAEFLDSRPEVSTVLYPGLKNHPGHEVAAKQMKRFGGMISVRFAGGEEAAKKFCTSTKLICLAESLGGV 
ESLLEHPATMTHQSAAGSQLEVPRDLVRISIGIEDIEDLLADVEQALNNL 

>RXS03159 TRANSLATE of: RXS03159.seq check: 3925 from: 1 to: 738 
LSFDPNTQGFSTASIHAGYEPDDYYGSINTPI YASTTFAQNAPNELRKGYEYTRVGNPTI VALEQTVAA 
LEGAKYGEIAFSSGMAATDILFRI ILKPGDHI VLGNDAYGGTYRLIDTVFTAWGVEYTVVDTSVVEEVKA 
AIKDNTKLIWVETPTNPALGITDIEAVAKLTEGTNAKLVVDNTLASPYLQQPLKLGAHASPCTPPPSTS 
KDTPTLLAALWVPTTRKWTKNCCSCRAASDRSHQFSMHT 

>RXS03183 TRANSLATE of: RXS03183.seq check: 124 from: 1 to: 417 
EAEATAGKFEVQPLVGKDGVGVSTLGGYNNGINVNSENKATARDFIEFI INEENQTWFADNSFPPVLAS 
IYDDESLVEQYPYLPALKESLENAAPRPVSPFYPAISKAIQDNAYAALNGNVDVDQATTDMKAAIENAS 
S 

>RXS03205 TRANSLATE of: RXS03205.seq check: 311 from: 2 to: 934 

DSGIPTQLVEGSWFEPVRGRTFDRIIANPPFVVGPPEIGHVYRDSGMDLDGATALVVKEACAHLNPGGT 

AHLLGAWVHSADQSWQQRVAEWLPDNGYVAWVIERDAVSPAQYVGTWLSDESLDLRSPEAAARTTAWLN 
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HFEKAKVQGVGFGFIAIQRLEEDEADEKSDILAESMTQYFEDPLGPEIEEYFTRTAWLREQTRDSILSS 
RFKVRPGVAREQISLADAEEGMGFSPVTLRLTRTDGPRWSHDVDEHVASIVAGLNPHGLPFEEILEMYA 
MAQGIEGESLHNGAIAALVDLIRHGLVLPADLLDS 

>RXS03223 TRANSLATE of: RXS03223.seq check: 402 from: 2 to: 1207 
PEPVRIAIAEALGLMCAEEVQASRALPGFAQAAIDGYAVRAVDVGGEKSFSQQLPVAPPEKSLPVVGEV 
AAGSQQPLRLQPKQAVMVHTGAPLPMLADAVLPMAWSDRGRKRVTAQRPVRSGEFVRKEGDDIQPGDIA 
VSAGAVLGPAQIGLLAAVGRSKVLVYPRPRMSVISVGAELVDIDRQPGLGQVYDVNSYSLAAAGREAGA 
DVYRYGIAAGEPRRIKEI IESQMLRSEI IVITGAVGGAGSAGVRQVLNELGDIDTERVAMHPGSVQGFG 
LLGENKI PCFLLPSNPVASLVI FETFVRPVVRMSLGKSNAARRVVRARALNHVVSVAGRKGFIRSRLMR 
DAETQDYLVEALGGATGAPSHLLAGLSEANGMIRI PEDVTEIRPGDVVDVI FLAQGR 



>RXC00128 TRANSLATE of: RXC00128.seq check: 1749 from: 1 to: 1704 

VSKISTKLKALTAVLSVTTLVAGCSTLPQNTDPQVLRSFSGSQSTQEIAGPTPNQDPDLLIRGFFSAGA 
YPTQQYEAAKAYLTEGTRSTWNPAASTRILDRIDLNTLPGSTNAERTIAIRGTQVGTLLSGGVYQPENA 
EFEAEITMRREDGEWRIDALPDGILLERNDLRNHYTPHDVYFFDPSGQVLVGDRRWLFNESQSMSTVLM 
ALLVNGPSPAISPGVVNQLSTDASFVGFNDGEYQFTGLGNLDDDARLRFAAQAVWTLAHADVAGPYTLV 
ADGAPLLSEFPTLTTDDLAEYNPEAYTNTVSTLFALQDGSLSRVSSGNVSPLQGIWSGGDI DSAAI SSS 
ANVVAAVRHENNEAVLT VGSMEGVTS DALRS ET I T RPT FE YAS SGLWAVVDGET PVRVARS ATTGELVQ 
TEAEIVLPRDVTGPISEFQLSRTGVRAAMI IEGKVYVGVVTRPGPGERRVTNITEVAPSLGEAALSINW 
RPDGILLVGTSI PETPLWRVEQDGSAI SSMPSGNLSAPVVAVASSATTVYVTDSHAMLQLPTADNDIWR 
EVPGLLGTRAAPVVAY 

>RXC00152 TRANSLATE of: RXC00152.seq check: 9915 from: 1 to: 1296 
MTGLI LAI VFLVFVAVVVIKS I ALI PQGEAAVI ERLGS YTRTVSGGLTLLVPFVDRVRARI DTRERVVS 
FPPQAVITQDNLTVAIDIVVTFQINEPERAI YGVDNYIVGVEQISVATLRDVVGGMTLEETLTSRDVIN 
RRLRGELDAATTKWGLRISRVELKAIDPPPSIQQSMEKQMKADREKRATILTAEGQREADIKTAEGEKQ 
AKI LQAEGEKHAS I LNAEAERQAMI LRAEGERAARYLQAQGEARAIQKVNAAI KS AKLT PEVLAYQYLE 
KLPKIAEGNASKMWVIPSQFSDSLEGFAKQFGAKDAEGVFRYEPNTVDEETRDIANADNVEDWFSTESD 
PEIAAAVAAANAVANKPVDPEPGEILSKKTARRVEPEAVLEALQNGTTTQPEVEAAPPTANFAQEFPAP 
QANPEDYSDQHRENPYGN 

>RXC00164 TRANSLATE of: RXC00164.seq check: 2228 from: 1 to: 1689 
VGRI PRAKWWFLGALVLLSAGAYASVLVPQVLGRI VDLVSDGAQMRDFVELSVILIAVAIAGAVLSACG 
FYVVSRISEKIIANLREDMVGTALGLPTHQVEDAGSGDLVSRSTDDVSELSAAVTETVPILSSSLFTIA 
ATI IALFSLDWQFVLIPVVVAPVYYFASKHYLSKAPDRYAAERAAMAERARKVLEAIRGRATVRAYSME 
DAMHNQI DQASWS VVVKGI RARTTMLI LNMWML FAE FLMLAVALVI G YKLVI DNALT I GAVTGAVLMI I 
RLRGPMNMFMRVLDTIQSGYASLARIVGVVADPPI PVPDSGVKAPQGKVELRNVSFSYGDSWAVKDIDI 
TINSGETVALVGASGAGKTTVAALLAGLRVPDQGQVLVDDFPVSHLSDRERIARLAMVSQEVHVFSGTL 
RQDLTLAKPDASDEELAHALGQVNALDWLESLPEGLDTVVGARGIQLEPVVAQQLALARVLLLNPAIVI 
MDEATAEAGSAGASALEEAADAVSKNRSALVVAHRLDQASRADQILVMDKGEVVESGTHQELLDHGGIY 
QRLWTAWSVGR 

>RXC00416 TRANSLATE of: RXC00416.seq check: 8529 from: 1 to: 1650 
LAS YLSPTALVVAVLAI PLSATRLYLDGI SVDQGFRTQFLTRMADDIGLSDMNYIDMPTFYPAGWFWLG 
GRLANLLGLPGWEAFQPWAIVSMAVAASVLVPVWQRITGSLPVATGIALVTTCIILAMNSEEPYAAIVA 
MGI PAMLVLASRIAKGDKFALAGGI I YLGVSATFYTLFTGAIALSAVAVCIVVAAI VQRSIKPLLWLAV 
LGGGSIVIALISWGPYLLASINGAERSGDSATHYLPLEGTQFPVPFLASSVVGLLCLVGLI YLVVRFHN 
NEVRAMWVGIAVFYAWMGMSMAITLLGNTLLGFRLDTVLVLI FATAGVLGIADFRLASVYQLYPTQI TE 
RTATHLTNLIVVLVLLGGLYYAQDLPQKNARAIDLAYTDTDGYGERADLYPAGAARYYKDINDHLLDQG 
FEPSETVVLTDELDFMSYYPYRGYQAFTSHYANPLGEFGNRNAFIEDLAIRSWDELADPQQFSDALNTS 
PWTIPEVFIFRGSI DDPDAGWKYDVAEDLYPNNPNVRFRGVYFNPESFDQMWQTKQVGPFVVVTHNE 

>RXC00540 TRANSLATE of: RXC00540.seq check: 3827 from: 1 to: 243 

VARVVVNVMPKAEILDPQGQAVHRALGRIGVSGVSDVRQGKRFELEVDDSVTEADLKKIAETLLANTVI 

EDFDVVGVEVAK 

>RXC00552 TRANSLATE of: RXC00552.seq check: 471 from: 1 to: 936 

VATSKILLYYAFTPLSDPKAVQLWQRELCESLNLRGRILISTHGINGTVGGDIDDCKAYIKKTREYPGF 

NRMQFKWSEGGAEDFPKLSVKVRDEIVAFGAPDELKVDENGVVGGGVHLKPQQVNELVEARGDEVVFFD 
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GRNAMEAQIGKFKDAVVPDVETTHDFIAEIESGKYDDLKDKPVVTYCTGGIRCEILSSLMINRGFKEVY 
QIDGGIVRYGEQFGNKGLWEGSLYVFDKRMHMEFGEDYKEVGHCIHCDTPTNKFEHCLNEDDCRELVLM 
CPDCFANVETRHCKRERCAAIAADFAEQGIDPLVTS 

>RXC00560 TRANSLATE of: RXC00560.seq check: 5757 from: 1 to: 375 

MRIDPLETRQAVLAVKDWIEGEGDVKKPGRAALAAATRLSVRLLAQHAPGNSVEVRVPPFVAVQCIEGP 

KHTRGTPPNVVETDAKTWLRLAPGQTTFDAEFESGKISASGTRAKEIADWLPVVKL 

>RXC00657 TRANSLATE of: RXC00657.seq check: 8495 from: 1 to: 903 
MSTEDIVVVAVDGSDASKQAVRWAANTANKRGIPLRLASSYTMPQFLYAEGMVPPQELFDDLQAEALEK 
INEARDIAHEVAPEIKIGHTIAEGSPI DMLLEMSPDATMI VMGSRGLGGLSGMVMGSVSGAVVSHAKCP 
VVVVREDSAVNEDSKYGPVVVGVDGSEVSQQATEYAFAEAEARGAELVAVHTWMDMQVQASLAGLAAAQ 
QQWDEVERQQTDMLIERLAPLVEKYPSVTVKKI ITRDRPVRALAEASENAQLLVVGSHGRGGFKGMLLG 
STSRALLQSAPCPMMVVRPPEKIKK 

>RXC00733 TRANSLATE of: RXC00733.seq check: 1945 from: 1 to: 885 
MSNTAGPRGRSHQADAAPNQKAQNFGPSAKRLFGILGHDRNTLIFVIFLAVLSVGLTVLGPWLLGKATN 
VVFEGFLSKRMPAGASKEDI IAQLQAAGKHNQASMMEDMNLVPGSGI DFEKLAMILGLVIGAYLIGSLL 
SLFQARMLNRIVQSAMHRLRMEVEEKIHRLPLSYFDSIKRGDLLSRVTNDVDNIGQSLQQTLSQAITSL 
LTV I G VL VMM F 1 1 S PLLALVALVS I P VT I VVT VVVAS RSQKL FAEQWKQTG I LNARLEET Y S G HAVVKV 
FGHQKDVQEAFEEENQACV 

>RXC00861 TRANSLATE of: RXC00861.seq check: 5631 from: 1 to: 426 
MAPHKVMLITTGTQGEPMAALSRMARREHRQITVRDGDLI ILSSSLVPGNEEAVFGVINMLAQIGATVV 
TGRDAKVHTSGHGYSGELLFLYNAARPKNAMPVHGEWRHLRANKELAISTGVNRDNVVLAQNGVVVDMV 
NGRA 

>RXC00866 TRANSLATE of: RXC00866.seq check: 4209 from: 1 to: 966 
MNDSRNRGRKVTRKAGPPEAGQENHLDTPVFQAPDASSNQSAVKAETAGNDNRDAAQGAQGSQDSQGSQ 
NAQGSQNRESGNNNRNRSNNNRRGGRGRRGSGNANEGANNNSGNQNRQGGNRGNRGGGRRNVVKSMQGA 
DLTQRLPEPPKAPANGLRI YALGGISEIGRNMTVFEYNNRLLIVDCGVLFPSSGEPGVDLILPDFGPIE 
DHLHRVDALVVTHGHEDHIGAIPWLLKLRNDI PILASRFTLALIAAKCKEHRQRPKLIEVNEQSNEDRG 
PFNIRFWAVNHSI PDCLGLAIKTPAGLVIHTGDIKLDQTPPDGRPT 

>RXC00874 TRANSLATE of: RXC00874.seq check: 2465 from: 1 to: 1089 

MS I GQHI ITERFYGAKS HT I DNVDI VLSRECGENTLAVVRINNALYQLLVNDDGKDVLNDHVEEVGAS F 

GAWTGSSAFPIGPFTPLGTEQSNSSFITADNKAIVKYFRKLESGQNPDVELISKISSCPNIAPILGFSS 

AEISGANYTLVMAQQYVPGLDGWSHALTTTSGSFAEDAEKIGEATRNVHTALASAFPTRVVPVEALADA 

LTTRLNELISQAPEIARFKEAAIDLYQSLEGEAHIQRIHGDLHLGQLIKTPERYILIDFEGEPARPLNQ 

RRLPDSPLKDLAGI IRSIDYAAYFDGEHTQWANEATALFLDGYGSIEDQELLNAYILDKALYEVAYEIN 

NRPDWVKIPLEAVERLLD 

>RXC00930 TRANSLATE of: RXC00930.seq check: 5911 from: 1 to: 753 
MSGHSKWATTKHKKAAN DAKRGKEFAKLIKNIEVAARTGGGDPSANPTLDDMIKKAKKASVPNDNIERA 
RKRGSGEEAGGADWMNIMYEGYGPNGVAMLIECLTDNRNRAATEVRTAMTKNGGNLGESGSVSYMFTRT 
GVVTVQKGDLSEDDVLMAVLEAGAEEVNDNGDLFEVTCAPTDIQAVRDALVEAGIEVEDSESDFRASVQ 
VPLDADGARKI FKLVDALEDSDDVQNVYTNI DLSDEVLTELEND 

>RXC00988 TRANSLATE of: RXC00988.seq check: 4588 from: 1 to: 423 
MSKREESIEYGPLGKGHDPLKDPMKGIRGVMAGTLVMEAITLGLVLTVILRVDDGI YWTTFNWVYVSAV 
AIAHFVAAFLQRFSWS I PMN I VLQVLAL AG F FVH PAMG FAAI I FI IAWAYLFYLRSNLI DRMKRGLLTT 
QHS 

>RXC01021 TRANSLATE of: RXC01021.seq check: 6144 from: 1 to: 522 
MSSSESSRSEGSQPAPSVQPERRADSTGAPAAASKEASQQMDAAGVLEWARTAVEQLSERRAEINALNV 
FPVPDADTGSNMTYTMTAALDEALKLGELGDVARITEALAVGSVRGARGNSGVVLSQVLRAIAQAAADG 
VIDGHTIQEALSIARSLVDRAITDPVEGTVVTVLRS 

>RXC01088 TRANSLATE of: RXC01088.seq check: 600 from: 1 to: 1182 
MGLWIDATAGVAGDMLLGALIDAGAELEKIQQVVEAVI PGDVLLRTEEVVRQGQRGIKLHVDAQHEHHH 
HRHLSTIKELLVNADIPEQTKQDALGVFELIAIAEGKVHGIEPEKIHFHEVGAWDSIADI VGVCEAIRQ 
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LNPGLIAASPIALGFGRIKAAHGDIPVPVPAVAELVKGWPTQTGALMESTEPVGELATPTGVALIRHFA 
TQDGPFPGGIINEVGIGAGTKDTEGRPNIVRAILFNTSRSNPDTRTLVQLEANVDDQDPRLWPGVIEIL 
FAAGAVDAWLTPILMKKGRPAHRVSALVDSSEVEAVKTALFAATTTFGIRSWEVEREGLDRRFEQVEVD 
GHTINIKIGSRDDQVISAQSEFEDIRSAAVALGISEREVVARIPQGTTE 

>RXC01096 TRANSLATE of: RXC01096 . seq check: 6566 from: 1 to: 447 
MKPRVLSALGIGAGALVVWISSRMNWVTIEAFDDKSGSVTQSIVGATWSTEIMALALALLAAFAAALVL 
KRMGRRI IGGISALIAVGASLSPLALLTQDPDAERARTLLTSGVASQKANSGTLLSDWAEI INTTTHPL 
AAV V AM I G C AL 

>RXC01158 TRANSLATE of: RXC01158.seq check: 5695 from: 1 to: 942 
MSIVEHIKEFRRRLLIALAGILVGTI IGFIWYDFSFWQI PTLGELLRDPYCSLPAESRWAMSDSEECRL 
LATGPFDPFMLRLKVAALVGMVLGSPVWLSQLWGFITPGLMKNERRYTAI FVTIAVVLFVGGAVLAYFV 
VAYGLEFLLTIGGDTQAAALTGDKYFGFLLALLAIFGVSFEVPLVIGMLNIVGILPYDAIKDKRRMIIM 
I LFVFAAFMTPGQDPFTMLVLALSLTVLVELALQFCRFNDKRRDKKRPEWLDGDDLSASPLDT SAGGED 
APSPVETPEAVEPSRMLNPSGEAS ISYKPGRADFGDVL 

>RXC01191 TRANSLATE of: RXC01191.seq check: 2562 from: 1 to: 1590 
VGGLVDKLLATPSMRDVVVFALLIVAGGVVSSLGTWWGSALMARALEPAIAGLREDVLRAAVSLDANTI 
ETAGRGDVI SRI ADDSREVSTAASTVVPLMVQAGFTVVI SAFGMAAVDWRLGLVGLVAI PLYWTTLRVY 
LPRSGPLYTREREAFGVRTQRLVGAVEGAETLRAFRAEDTELKRI DAASGEARDISISVFRFLTWAFSR 
NNRAECITLVLILGTGFYLVNI DLVTVGAVSTAALI FHRLFGPIGTLVGMFSDIQSASASLIRMVGVIN 
AASNQVSGTSPASASTALTLFDVSHHYHTAPVIKNASVQLEPGEHIAIVGATGAGKSTLALIAAGLLSP 
TSGQVALGGSSFSNVEPEALRQKIAMVSQEIHCFRGSVLDNLRI ARPEATDADIHAVLADIGDSWLERL 
PQGT DTIVGDGAFRLTSVENQIMALARVHLADLAIVILDEATAESGSDHAKQLEDAALKVTENRSAI IV 
AHRLNQAKTADRI IVMDSGEI IESGTHEELRAIGGRYEQLWTAWSAR 

>RXC01207 TRANSLATE of: RXC01207.seq check: 2212 from: 1 to: 648 
VSRIYDCADQDSRAAGLKAAVDAVKAGQLVVLPTDTLYGLGCDAFNNEAVANLLATKHRGPDMPVPVLV 
GSWDTIQGLVHSYSAQAKALVEAFWPGGLSI IVPQAPSLPWNLGDTRGTVMLRMPLHPVAIELLRQTGP 
MAVSSANISGHTPPTTVLEARQQLNQNVAVYLDGGECALATPSTIVDISGPAPKILREGAISAERVGEV 
LGVSAESLR 

>RXC01434 TRANSLATE of: RXC01434.seq check: 1389 from: 1 to: 2952 
VLGAVLTSLVI PVLTRAEKEDADGGSGFFRRLLTLSVTLLGGVTILSI IGAPLLTRMMLSSEGQVNVVM 
STAFAYWLLPQI FFYGLFALFMAVLNTREVFKPGAWAPVVNNVITLTVLGVYMVLPARLHPHEQVGI FD 
PQI I FLGVGTTLGVVAQCLIMI PYLRRAGI DMRPLWGI DARLKQFGGMAMAI I VYVAI SQFGYI ITTRI 
ASIADDAAPFIYQQHWMLLQVPYGI IGVTLLTAIMPRLSRNAADGDDRAVVSDLQLGSKLTFIALI PI V 
VFFTAFGVPIANGLFAYGQFDANAANILGWTLSFSAFTLI PYALVLLHLRVFYAREEVWTPTFI IAGIT 
ATKVVLSLLAPLLSSSPERVVVLLGAANGFSFITGAVIGAYLLRNKLGLLGMRSLAKTSLWALGSAAVG 
AAAAWALGWLIQAVVGDFLLGTLSSVGYLLNLAVLGVFFIFVTGIVLSRSGLPEVQNLGQALTRIPGLS 
RFIRPNTKISLDVGEVSEQDFSTQLVAPSEFAATPVPPPMSAGIVRGPRLVPGAPVGDGRFRLLADHGG 
VQGARFWQAREIATGKEVALIFVDTSGNAPFAPLSSAAAAGIAYEVQRRTKKLASLGSLAVAPNIHSEA 
YRNGCLIVADWVPGSSLSAVAESGADPRAAAFALAELTETIGEAHEMGI PAGLDNKCRIRINTDGHAVL 
AL PAILPDASELRDAKSLASAAEMLI DATLAPSDVKAMVTEAQGLATEDNPDYASLAMAMRTCGLFTEE 
PTHLVVKKEKTPKPATRDGFGASDYTVKGMAAIAAVVI ILVSLVAAGTAFLTSFFGSSTNEQSPLASVE 
ATTSATPEPVGPPVYLDLDQARTWDDGAGTDVTDVTDGNTSTAWTSTGGDGLLVDLSTPARLDRVILTT 
GTGSDSNVTSTVKI YAFNDASPHSLSEGIEIGTVDYSGRSLSHSIRDSSKLPGQVESVVILVDEVRSSQ 
TSDTN PQMQ I AEVQLVGW 

>RXC01518 TRANSLATE of: RXC01518.seq check: 9224 from: 1 to: 474 
VAFMQKTSAGWLIATGGFLAAVSAILTWRFYGSMTSISITVSITFWLLAVVCGFAGVKVQGRLDEGLIG 
QDKSQMNPVTIAYLAMLGRACAWGGAIFGGVYVGIGSYVIPRAGELSAASNDLPGVIACALGGIALSAA 
GLYLERSCEAPPPQSGEAIS 

>RXC01600 TRANSLATE of: RXC01600.seq check: 9748 from: 1 to: 669 

MVSKMHIPGTHEFTVTDTELLLESPILGVRRDSLIMPGGSTARREVVEHFGAVAVVAFDGENIAMVKQY 

RRSVGDSLWELPAGLLDIADEDELTGAQRELMEEAGLEASEWSVLTDLITSPGFCDEAVRVFLARGLTK 

VERPKVMGDEEADMINQWVPLHEAVGMVFSGQLVNSIAIAGVMAADAVIAGRASARAVTAPFTYRPTAL 

AQRRKAHGIVPDMKKL 
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>RXC01622 TRANSLATE of: RXC01622.seq check: 2066 from: 1 to: 603 
MSDFYADRLFNAMERNEVAPGMLLVAAPDMASEDFERSIVLI IEHSPATTFGVNISSRSDVAVANVLPE 
WVDLTSKPQALYIGGPLSQQAVVGLGVTKPGVDIENSTSFNKLANRLVHVDLRSAPEDVADDLEGMRFF 
AGYAEWAPGQLNEEIEQGDWFVTPALPSDI I APGRVDIWGDVMRRQAMPLPLYSTFPSDPSDN 

>RXC01656 TRANSLATE of: RXC01656.seq check: 8741 from: 1 to: 897 
MTETQETYQATTRVKRGLADMLKGGVIMDVVTPEQARIAEDAGASAVMALERVPADIRSQGGVARMSDP 
DLIEGI VNAVSI PVMAKARIGHFVEAQVLEALGVDFIDESEVLSPADYTHHINKWKFDVPFVCGATNLG 
EALRRITEGAAMIRSKGEAGTGDVSEAVRHLRTIRGDINRLRSLDEDELFVAAKEFQAPYDLVREVAST 
GKLPVVTFVAGGVATPADAALVRQMGAEGVFVGSGIFKSGNPAARAAAIVKAATLFDDPSVIADVSRGL 
GEAMVG I NVS DV PAPH RLAERGW 



>RXC01709 TRANSLATE of: RXC01709.seq check: 6991 from: 1 to: 432 
VFEQALGLTTLAQTAGAGAAGGLGFMAMALLSAGMRSGVDMILNETGGEKMLAQADLVITGEGRIDAQT 
LSGKAPTGIAKRARAKGIPVLAVCGQSLLGPAISNELFEDIYSFTDFESDINECIRNPLPILEGIGFNI 
AKHHLS 



>RXC01711 TRANSLATE of: RXC01711.seq check: 1589 from: 1 to: 1158 
MLLMAHRFFVLAINGAVTDDFTTVYSALRRFVEGI PVYNEVYHFVDPHYLYNPGATLLLAPLGYITHFT 
LARWMFIAVNLLAIVLAFGLLTRLSGWALRSMVWPIAIALAMLTETVQNTLI FSNINGILLLMLAI FLW 
CVVHKKSWLGGLVIGLAILIKPMFLPLLFLPLVKKQWGSLILGILTPVI FNAVAWFLVPGASEYVTRTM 
PYLGETRDFANSSLPGLAI YFGMPTWMEITWFLI FGAMVGLAVLALLRFRNTEPYFWAATTTGVLLTGV 
FFLSSLGQMYYSMMIFPMIFTLLGSRSVFHNWVAWVAAYFLLSPDTFTSQRLPDVARWMEFFSATVGWG 
LLIVVTFVSALIWFIGDIRAKGTPSSPITTDPTHDHLERTA 



>RXC01715 TRANSLATE of: RXC01715.seq check: 5867 from: 1 to: 696 
VSELDIKQLNKLQRYSQWAVFRAI PGALDDDRTEVTDQAAKFFADLEAEGKVTVRGI YNASGLRADADY 
MIWWHAEEFEDIQKAFADFRRTTILGQVSEVFWIGNALHRPSEFNKAHLPSFIMGEEAKDWITVYPFVR 
SYDWYIMEPLKRSRILREHGQAAVEFPDVRANTVPAFALGDYEWVLAFEADELHRIVDLMHKMRYTEAR 
LHVREELPFISGQRVDIADLIKVLP 

>RXC01796 TRANSLATE of: RXC01796.seq check: 303 from: 1 to: 774 

LLLGGNPAEIDQVLGGDQTQIESGESTGAGDFDHCQTGADANASDDCRLYYTSFSVNEMWQTLLPAQAG 

IEYTEPTLTLFKNSTQTGCGFASASTGPFYCPSDQDAYFDLTFFDQMRQFGAENAPLAQMYIVAHEYGH 

HVQNLEGTLGLSNYNDPGADSNAVKIELQADCYAGIWANHSSEGPDPLLQPITESELDSALLAASAVGD 

DNIQQRSGGDVNPESWTHGSSQQRKDAFLAGYNTGQMSACDFLGRGVYNDA 

>RXC01942 TRANSLATE of: RXC01942.seq check: 8026 from: 1 to: 600 
MLRIGLTGGIGSGKSTVADLLSSEGFLIVDADQVARDIVEPGQPALAELAEAFGQDILKPDGTLDRAGL 
AAKAFVSEEQTALLNAITHPRIAEESARRFNEAEDQGAKVAVYDMPLLVEKGLDRKMDLVVVVDVDVEE 
RVRRLVEKRGLTEDDVRRRIASQVPDDVRLKAADIVVDNNGTLEDLHAEASKLIAEILSRVN 

>RXC01946 TRANSLATE of: RXC01946.seq check: 7246 from: 1 to: 1275 

IRKYSRLEEQFQSLGGYEADAEAAQICDNLGLEARILDQQLKTLSGGQRRRVELAQILFAATNGSGKSK 

TTLLLDEPTNHLDADSITWLRDFLAKHEGGLIMISHDVELLGAVCNKIWYLDAVRSEADVYNMGFSKYV 

DARALDEARRRREEIANAEKKAGALKDQAARLGAKATKAAAAKQMIARAERMIDNLDEIRVADRAANIVF 

PEPAPCGKTPLNAKGLTKMYGSLEVFAGVDLAIDKGSRVVVLGFNGAGKTTLLKLLAGVERTDGEGGIV 

TGYGLKIGYFAQEHDTIDPDKSVWQNTIEACADADQQSLRSLLGSFMFSGEQLDQPAGTLSGGEKTRLA 

LATLVSSRANVLLLDEPTNNLDPISREQVLDALRTYTGAVVLVTHDPGAVKALEPERVIVLPDGTEDLW 

NDQYMEIVELA 

>RXC02080 TRANSLATE of: RXC02080.seq check: 2711 from: 1 to: 807 
MSIEWLQIVELGAIFGAGFLAGSINVIVGAGTLVSFPILVFLGLPPLTATIANTIGIVPGSI SGVVAYR 
RELHAHVKTIRFLLPASILGGITGASLLLHFSADVFTAVIPWLIGFGTLLVIAGPSIKKHVGAHTSGGI 
SAGFRQLPFPSRTTFIVSVCGALLLGMYGGYFSAAQGILLIALLGITSTLQMQELNAIKNLTVAAVNLI 
AASVFII ISPELISWPTVALIALGSALGGYIGGRYARRLRPSVFRAFVVIVGITTVIVMTIG 

>RXC02095 TRANSLATE of: RXC02095.seq check: 6468 from: 1 to: 1404 
MKTEQSQKAQLAPKKAPEKPQRI RQLI S VAWQRPWLTSFTVI SALAATLFELTLPLLTGGAI DIALGNT 
GDTLTTDLLDRFTPSGLSVLTSVIALIVLLALLRYASQFGRRYTAGKLSMGVQHDVRLKTMRSLQNLDG 
PGQDSIRTGQVVSRSI SDINMVQSLVAMLPMLIGNVVKLVLTLVIMLAISPPLTIIAAVLVPLLLWAVA 
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YSRKALFASTWSAQQKAADLTTHVEETVTGIRVVKAFAQEDRETDKLDLTARELFAQRMRTARLTAKFI 
PMVEQLPQLALVVNIVGGGYLAMTGHITVGTFVAFSSYLTSLSAVARSLSGMLMRVQLALSSVERIFEV 
IDLQPERTDPAHPLSLPDTPLGLSFNNVDFRGILNGFELGVQAGETVVLVGPPGSGKTMAVQLAGNFYQ 
PDSGHIAFDSNGHRTRFDDLTHSDIRRNLIAVFDEPFLYSSSI PREHLDGFGCQ 

>RXC02206 TRANSLATE of: RXC02206.seq check: 8771 from: 1 to: 936 
MVGSSGLRVSRLGLGTSTWGSGTELAEAGDI FKAFINSGGTLIDVSPNYTTGVAEEMLGTMLDAEVSRS 
AVVISSSAGVNPALPLGRRVDCSRRNLIAQLDVTLRALNTDYLDLWSVGYWDEGTPPHEVADTLDYAVR 
TGRVRYAGVRGYSGWQLAVTHAASNHAAASARPVVVAQNEYSLLERRAEQELLPATQHLGVGFFAGAPL 
GQGVLTAKYRSEIPHDSRAASTGRDAEVQSYLDNRGRI I VDALDTAAKGLGISPAVTATTWVRDRPGVT 
AVIVGARTHEQLSHLLKAESVTLPTPITQALDDVSL 

>RXC02207 TRANSLATE of: RXC02207.seq check: 6831 from: 1 to: 798 
MRRRSRVSRLLPATALLASTALLLSACTQGVTDSPDMGKATPAVSPAASNPDGQVIEFGNITDMEVTDG 
DILGVRTEDALAIGTVSDFEAGSQVELDVDKQCGDLTATGGTFVLPCADGVYLIDAKDPDLDELRATDK 
PVTVAALTSDDQLLVGNGEDEELTIYREGEEPETFTVAGPNTQLIAVPVIDRHDAVVRTWNENTTIQDV 
DYPNDREGATLRVGLGVGQiyLAGGEDGLLVVSDEMGGQIAI YNADDVIRLQNDRPHRRGT 

>RXC02238 TRANSLATE of: RXC02238.seq check: 4471 from: 1 to: 285 
VTNVSNETNATKAVFDPPVGITAPPIDELLDKVTSKYALVI FAAKRARQINSFYHQADEGVFEFIGPLV 
TPQPGEKPLSIALREINAGLLDHEEG 

>RXC02295 TRANSLATE of: RXC02295.seq check: 491 from: 1 to: 780 
MGLELAASGWGILIAGAAVAGWIDAVIGGGGLVLI PLILAVMPQLAPVTALASNKLAAVTGTASAAFTL 
VRRVKPDKKLLALYVLVAAVCSGAGALAASLI DKQIMRPLI IVLMLVVGLIVVFKPNFGTGESKALPTG 
WKRWAAIVAVGLIAAYDGIFGPGTGMFLIMAFTALLSQNFLSSAAMAKVVNTATNLGALIVFIIGGHMW 
WTLGLVLAVANVAGAQLGARTVLGGGTRLIRYALLTLVVVMSVYLTWQQIQGM 

>RXC02380 TRANSLATE of: RXC02380.seq check: 4082 from: 1 to: 654 

MTTTVKRRARIGIMGGTFDPIHNGHLVAGSEVADRFDLDLVVYVPTGQPWQPCANKKVSPAEDRYLMTVI 

ATASNPRFMVSRVDIDRGGDTYTIDTLQDLSKQYPDAQLYFITGADALAQIVTWRDWEKTFELAHFVGV 

TRPGYELDGNIIPEMHQDRVSLVDIPAMAISSTDCRERSSEERPVWYLVPDGVVQYIAKRQLYRPEGSD 

KDMDPKGQNQA 

>RXC02390 TRANSLATE of: RXC02390.seq check: 7081 from: 1 to: 669 
VEWTAFGTLILLNLVGSLSPGPDTFFLLRLATRSRAHAIAGVAGIVTGLTVWVTLTVVGAAALLTTYPS 
ILGIIQLVGGTYLSFIGYKLLRSASRELIDARQFRFNADARPI PDAVEALGTRTQVYRQGLATNLSNPK 
VVMYFAAILAPLMPAHPSPVLAFSI IVAILVQTFVTFSAVCLIVSTERVRKAMLRAGPWFDLLAGVVFL 
VVGVTLLYEGLTGLLG 

>RXC02498 TRANSLATE of: RXC02498.seq check: 7283 from: 1 to: 804 
MSEEKLTVAELMARAAKEGRSTDAPRRRRRRSIEDGGVSVAELTGSI PAVKEKPAESKHSSVPIDAPAE 
PEVVEAPKPEPAEEVEVASVEGDVDKQETPERPAPSNEETMVLRIVDEKDPISLTTGAFPVVPAVAAKP 
APVVRAEKDADVETAVKADFAEVEVDNTDTTQMAVVEEVDEEPEQENKMSVFALIMMAIVGVVLGVVVF 
LGFEMLWERLNKWIVAVLAVGVTLGMVGI IHALRTSRDGFSMVLAGIVGLVMTFGPLAI VM 

>RXC02624 TRANSLATE of: RXC02624.seq check: 3015 from: 1 to: 1296 

VLI PHGVAVLLVI ILAVASLMFTNSSMVNLSATIAQLWLSLNLGAVDGSGEVISVLPTLPGFI FLWAIA 

ARIHRAVKDRVSIADLGVLAALVLGI PLALTAIAAFMLFDASSVLNVEVPPITRLLRVMLFHLSALFLG 

MGPRLWQALARRYGAPEWLIDAITQAFRFLIAFGTVSLVSVLVMTAINHSAFTATMQGYDDSASVVALI 

VLSILYLPNMMI FAMGNLIGSPLYFGDASISVFSVHSVPLPPLPILAALPSEALSWAVALLVI PAI I AT 

WVCVRNPMRLAVNTTAAVISALCFLVLAVFAGGTLGVYNYVGLNLLASVGLVFVYFALVGLLIAGIDKL 

RNPVEVKSVKAVAVVEPEPEEVEEDEEEHVEEEVDEEEEEVEEGVEEVEEDDAEDPEENPEEEESDEEI 

ETETEAEETNDGSEAEDR 

>RXC02665 TRANSLATE of: RXC02665.seq check: 7387 from: 1 to: 480 
VTNPI I PRVGIATDAHQIEAGKPCWIACLLFEGVDGCEGHSDGDVVAHAIVDALLSASGLGDLGSFVGV 
GRPEYDGVSGTQLLKEVRELLSAHGYVIGNVAAQLVGQTPKFGPRREEAQQVISEI IGAPCSLSATTTD 
HMGFTGRSEGRASVATAVVWKA 

>RXC02770 TRANSLATE of: RXC02770.seq check: 2969 from: 1 to: 1566 
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MLVAALVMTSCGDGEPEPTSHQTSLFGYAVNSSLATTNAASLLGVANDAGLLAARVYPGVYVQGPSGQM 
I PNTDLASTQVLPGINRQVI YTINEDATYSDGQPVVCDDFLLSATAGQMPELFQSHVPLTSQIERVDCV 
SGSKVATVVFKEDLGERWRYLFEQGDLLPAHAVASKAGMTLEELNQALKDKDPEALTEPARVWSEGFQL 
SQFDPELQTAFGPYKVDSVGEFGEVKLVRNEFYSGDQAVEAEITMWPKGSDLSAIADNGNLQIAHVVAW 
ESEPWVNRDDPLNPYDIKEEVGVLTEQLTLASAGVFYAAEARQAFAACVDQEAVAAASSSISGI DVPAV 
GVHSVRHQNPVVHQIGDLPAQHMAVDINAASALAGQSIRIGYDGPDERKAAMVEAIRQSCEPAGITVID 
ASQEAVSLNDLSRTEVSEWGYEQYFEGTLDAVLRTVDPHREYENANTIGTDAESTRRTEEQLWAEVPSI 
P LAAQPRV FV I DRT VGNVVVNT DLAG I GWNMDRWS RS E E 

>RXC02789 TRANSLATE of: RXC02789.seq check: 8247 from: 1 to: 546 
MKVSADTPGHDDPGPGRRLGLDVGTVRIGVAASDRDAKLAMPVETVPRETGFKGPDLADI DRLVAIVEE 
YNAVEVIVGLPTDLQGNGSASVKHAKEIAFRVRRRLTNAGKNI PVRLGDERLTTVVATQALRASGVSEK 
AGRKVIDQAAAVEILQTWLDARTRALEPQSTDTQDFDEKGNFPG 

>RXC02921 TRANSLATE of: RXC02921.seq check: 4157 from: 1 to: 471 
VSALEESIRI ATIAAKAADEKPCADDIAVIDVSDMIAITDCFVVASADNERQVGAI VEEIEDEMTKAGFE 
PKRREGNRENRWVLLDYGLVVIHVQRQAEREFYGLDRLYRDCPLIEIEGLETFKRESSWSDEADIRNID 
SIDELPPLPAEYEPGYEDD 

>RXC03185 TRANSLATE of: RXC03185.seq check: 4886 from: 1 to: 189 
MNDLAAEGENDPYRMVQQLRRKLSRFVEQKWKRQPVIMPTVI PMTAETTHIGDDEVRASRESL 
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